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Abstract 
The work presented in this thesis was initiated in order to develop a non-invasive real-time gas phase analytical 
technique, based on selected ion flow tube mass spectrometry (SIFT-MS), for monitoring the progression of 
human cell cultures and the detection of microbial contamination in such cultures by monitoring and quantifying 
the emitted volatile compounds. 
Fundamental SIFT experiments were performed to characterise the reactions of the SIFT-MS precursor 
ions (H3O
+
, NO
+
 and O2
+●
) with several volatile compounds of potential value to biological research; a necessity 
for their quantification. The work has resulted in new methods for the quantification acetaldehyde and CO2 in 
gaseous samples. 
 The compounds present in the headspace of sealed cultures of six human cell types were analysed by 
SIFT-MS, the key finding being their consumption of the toxic volatile compound acetaldehyde from the media. 
Further experiments involved the addition of the enzyme aldehyde dehydrogenase inhibitors 
diethylaminobenzaldehyde and disulfiram to cultures of hepG2 (hepatocellular carcinoma) cells, when it was 
observed that consumption of acetaldehyde from the cultures/headspace was reduced, and in some cases, 
acetaldehyde was even produced due to the actions of the cellular alcohol dehydrogenase enzyme. Furthermore, 
the solvent dimethylsulphoxide was reduced to dimethylsulphide by the cells, which is known to occur via the 
enzyme methionine sulphoxide reductase. This process was retarded by the ALDH inhibitors. 
The use of SIFT-MS for the detection of microbial infection in mammalian cell cultures was also 
explored. The volatile compounds emitted by E. coli (strain JM109), into the gas phase above two different 
culture media, were analysed using SIFT-MS. Further, the progression of a culture of this bacterium was 
monitored continuously over a 4-hour period. The findings of this research were then applied to the study of 
human cell cultures intentionally infected by E. coli bacterium, including cultures contained in a 1L bioreactor. 
Key words: selected ion flow tube mass spectrometry; SIFT-MS; carbon dioxide; acetaldehyde; dimethyl 
sulphide; mesenchymal stem cells; aldehyde dehydrogenase; methionine sulphoxide reductase; Escherichia coli; 
microbial contamination 
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DEAB. In both plots, the long-dashed lines are “eye ball” variations, following the experimental points.       
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Figure 16. Plots showing the mean DMS concentrations (N=2), given in parts-per-billion by volume (ppbv), 
measured in the headspace of hepG2 cell cultures against (a) the DEAB concentration in the culture media; 
and ((b) & (c)) the cell number. Note the changes in scales on the x-axes. - 85 - 
Figure 17. Confocal microscopy images of hepG2 cells, following application of the Cellstain double stain, 
obtained (a) prior to and (b-d) following overnight incubation inside sealed glass bottles. The live cells are 
stained green while the nuclei of dead cells are stained red. The cells in (a) and (b) were not treated with 
ALDH inhibitors, whereas in (c) and (d) 200μM DEAB and 20μM DSF were added to the contained 
medium respectively. The results of ATPLite assays conducted on hepG2 (e); and hMSC (f), are also 
shown. The results were obtained following culture under normal conditions (non-treated; NT) or following 
16 hours of treatment with 0.1% v/v DMSO, or with ALDH inhibitors: DEAB or DSF. The inhibitor 
concentrations are indicated on the x-axis where appropriate. The data is presented as the mean ± standard 
error (N=8). - 87 - 
Figure 18. SIFT-MS spectra (ion counts–per-second, c/s, against mass-to-charge ratio, m/z) obtained using 
H3O+ precursor ions for the analysis of the headspace of (a) 25mL of LB culture medium and (b) a highly 
concentrated suspension of E. coli in LB following overnight incubation at 37
O
C. Only the major 
compounds are indicated. Dimethyl disulphide is identified by the abundance ratio of its characteristic 
isotopologue ions at m/z 95 and 97 (see text). - 93 - 
Figure 19. SIFT-MS mass spectra (ion counts-per-second, c/s, against mass-to-charge ratio, m/z) obtained using 
H3O
+
 precursor ions for the analysis of the headspace of (a) 25mL of DMEM supplemented with 10% v/v 
FBS and 2mM L-glutamine; and (b) 24mL of the same medium with 1mL of highly concentrated E. coli 
cells in LB medium following overnight incubation at 37
O
C inside sealed 150mL glass bottles. Also 
identified are the characteristic product ions of the compounds indicated. - 95 - 
Figure 20. Plots showing the concentrations of water vapour, methanol, ethanol, acetaldehyde, hydrogen 
sulphide, methanethiol, acetone and propanol as they were monitored via real time SIFT-MS analyses 
above an open E. coli JM109 culture in a medium consisting largely of DMEM. The analyses were 
performed simultaneously using H3O+ precursor ions. - 99 - 
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Figure 21. Schematic diagram of the CELL-tainer
®
 bioreactor bag, displaying the gas inlet and exhaust lines and 
the sampling point for the hypodermic needle which was coupled directly to the SIFT-MS sampling line.     
- 105 - 
Figure 22. SIFT-MS mass spectra (ion counts-per-second, c/s, against mass-to-charge ratio, m/z) each obtained 
using H3O+ precursor ions showing the analyses of the compounds present in the headspace above (a) 
RPMI media infected with fungal cells; (b) DMEM:Ham’s F-12 media infected with fungal cells; and (c) 
DMEM media infected with bacteria. The major volatile compounds that are elevated above typical culture 
media levels are indicated, with the measured concentrations given in parts-per-billion by volume (ppbv).    
- 106 - 
Figure 23. SIFT-MS spectra (counts-per-second, c/s, against mass-to-charge ratio, m/z) obtained using H3O+ 
precursor ions for the analysis of the headspace of (a) DMEM medium supplemented with 10% v/v FBS 
and 2mM L-glutamine; and (b) the same medium that had become infected with the bacterium C. 
testosteroni, contained inside sealed glass bottles. The major compounds and their product ions are 
indicated. Dimethyl disulphide (DMDS) is again identified by the abundance ratio of its characteristic 
isotopologue ions at m/z values of 95 and 97, and hydrated isotopologue ions at m/z 113 and 115. The 
spectra are adapted from the paper presented in Appendix A7 [190]. - 107 - 
Figure 24. SIFT-MS spectra (counts-per-second, c/s, against mass-to-charge ratio, m/z) obtained using H3O+ 
precursor ions for the analysis of the sealed gas/vapour phase inside a sealed CELL-tainer
®
 bioreactor bag 
containing 500mL of DMEM (10% FBS, 1% antibiotic-antimycotic, 2mM L-glutamine) and Cytodex-1 
microcarrier beads at a concentration of 2 g/L, in the absence of human and microbial cells. - 109 - 
Figure 25. Cell counts of the hMSCs attached to the Cytodex-1 microcarrier beads present in the DMEM media 
of a CELL-tainer
®
 bioreactor; obtained using the colourimetric assay, WST-8 (N≥6). - 109 - 
Figure 26. Plot showing the online measurements of pH and the dissolved oxygen concentration inside a CELL-
tainer
®
 bioreactor bag containing hMSCs attached to Cytodex-1 microcarriers and E. coli JM109 in 1L of 
DMEM medium (10% FBS, 1% antibiotic-antimycotic, 2mM L-glutamine), and the headspace 
concentrations of ammonia, hydrogen sulphide, acetaldehyde and ethanol measured in the off-gas of the 
bioreactor culture at time intervals, without disturbing the culture, using SIFT-MS. Methanethiol was also 
detected and quantified, but the results are not shown for clarity (see text). On the x-axis is plotted the time, 
in hours, from which the 1L hMSC culture was intentionally infected with 40mL of stock E. coli JM109 
bacteria (~5(10
10
) cells). - 111 - 
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1. Introduction 
The following explanation of the thesis structure is given in reference to the block diagram presented in Figure 1, 
which, following the present Introduction section, displays the work as 3 separate but related areas of study. This 
begins with an introduction to selected ion flow tube mass spectrometry (SIFT-MS) and the analytical techniques 
involved, as well as some breath analysis studies (Chapter 2). This work was furthered by studying some of the 
ion-molecule reactions upon which quantitative SIFT-MS analyses are based (Chapter 3). This involved some 
unusual challenges and added some new biologically-relevant volatile compounds to the SIFT-MS database of 
compounds which can be identified and accurately quantified using this technique. 
Figure 1. Block diagram summarising the layout of this thesis, with each of the blocks indicating the content of a 
chapter. 
 
The focus then shifts to the analysis of the compounds present in the headspaces of some cultured 
human cell types (Chapter 4). During the course of these studies, it also became possible to analyse some 
specific metabolic processes, viz. the metabolism of toxic acetaldehyde and of the cryopreservant dimethyl 
sulphoxide in a human hepatocellular carcinoma cell line and human mesenchymal stem cells (Chapter 5). As 
part of the overall goals of the work, it was also desirable to develop headspace analysis methods to identify the 
presence of undesirable cells, particularly microbes which commonly infect routine cell cultures, and could 
prevent healthy integration of implanted cells or tissue. This is addressed first by studies of cultured E. coli cells, 
which also involved the first attempts at online monitoring of cultured cells for an extended period (several 
hours) using SIFT-MS (Chapter 6), and then in studies of mammalian cell cultures which were infected with 
8. Concluding remarks and suggestions for further work. 
1. Motivations for the study and an introduction to cell culture monitoring and trace gas analysis. 
2. Introduction to selected ion flow tube mass 
spectrometry for the analysis and quantification of 
trace gas/vapour compounds. 
3. Fundamental SIFT studies of ion-molecule 
reactions used to supplement the SIFT-MS kinetics 
database. 
4. Headspace analyses of cultures of various 
human cell types using SIFT-MS. 
5. Targeted studies of acetaldehyde and DMSO 
metabolism in cultured human cells. 
6. Headspace analyses and online monitoring of 
cultured E. coli cells. 
7. Investigation into the use of SIFT-MS for the 
identification of bacterial and fungal infections in 
human cell cultures. 
Human cell cultures 
Microbes and culture infections 
Fundamental SIFT-MS studies 
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microbes, both for smaller- and larger- scale cultures (Chapter 7). Finally some concluding remarks and 
suggestions for further work are presented (Chapter 8). 
1.1. Motivations for the study 
The present study was initiated with the goal of developing a new application for the established trace gas 
analysis technique, selected ion flow tube mass spectrometry (SIFT-MS), viz. monitoring the headspaces of large 
scale human cell cultures in real time; specifically of cells of importance to the field of regenerative medicine. 
The condition of the cells is of particular importance in this field because they may be applied directly to the 
body of a patient in the treatment of a particular disease. Characteristics such as viability, proliferative status and 
differentiation potential of the applied cells and the presence of unwanted cell types could affect the success of 
the treatment. The application of SIFT-MS, a real time, vapour phase analysis instrument, for the non-invasive, 
online monitoring of cell cultures applicable to regenerative medicine is therefore a desirable prospect, 
particularly if it could be used to indicate the aforementioned culture characteristics. 
The remainder of this chapter reviews some of the methods currently used to monitor cell cultures, 
particularly at large scale, as well as the developing technologies, including gas/vapour phase analysis 
techniques, which may find utility in this area in the future. 
1.2. Monitoring large scale cell cultures: current techniques and the PAT Initiative 
Large-scale cell culture processes form an important step in the commercial production of numerous biological 
substances, including foods, insecticides, organic chemicals and compounds of medical importance, such as 
antibiotics, vaccines and therapeutic proteins [1, 2]. The expansion of mammalian, microbial, insect or plant 
cells for these purposes are usually carried out in stirred-tank-type bioreactors, which may exceed 10
5
 litres in 
volume [2]. As mentioned above, similar culture methods may also be employed in the production of future 
regenerative medicine therapies, and there is a growing literature on the subject [3-7]. In addition, the 
development of specialised bioreactors for the production of tissue-engineered constructs is also an expanding 
field [8-10]. 
In order for bioreactor-derived biological products to be commercially successful, the methods of 
production must be cost-efficient and able to meet the demands of the appropriate regulatory bodies. Techniques 
for monitoring and controlling the contents of these bioreactors are extremely important in satisfying these 
requirements. Industrial large scale cell cultures are routinely monitored using sterile in situ probes, which can 
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provide quantitative online measurements of process variables; commonly pH, temperature, headspace pressure 
and the dissolved oxygen concentration in liquid media [1, 2]. Feedback control loops are also commonly 
implemented so that automated responses are induced to ensure that the process variables remain within 
predetermined parameters. However, samples must also be removed from the culture in order to perform 
important offline analyses of variables including the cell number and medium composition [2]. Instruments may 
incorporate automated sampling systems to obtain samples of cells and media from a bioreactor at set time 
points. The Bioprofile FLEX (Nova Biomedical Corp.) is one such example, which can measure important 
culture parameters such as the number of cells, the partial pressures of headspace carbon dioxide and oxygen, 
and the concentrations of important dissolved species such as glucose, glutamine, ammonium ions and lactate 
ions [11]. 
Table 1. List of some modern analytical techniques and reported applications for the in situ monitoring of mammalian 
cell cultures. Adapted from Teixeira et al. [12]. 
Method Comment Cell line Monitored components Ref. 
Near-infrared 
spectroscopy 
Broad peaks; chemometrics needed 
for interpretation 
CHO 
CHO 
HEK 
Recombinant protein, Glc, Gln, Amm, Lac 
Glc, Gln, Amm, Lac 
Viable cells, Glc, Gln. Amm, Lac, pH 
[13] 
[14] 
[15] 
Mid-infrared 
spectroscopy 
Higher resolution but costly hardware 
than near-IR; chemometrics needed 
for interpretation 
CHO Glc, Lac [16] 
2D fluorometry 
Broad peaks; chemometrics needed 
for interpretation 
NS0 
BHK 
Recombinant GFP 
Viable cells, recombinant protein 
[17] 
[18] 
Dielectric 
spectroscopy 
Only for biomass 
CHO 
Hybridoma 
Viable cells 
Viable cells 
[19] 
[20] 
Raman 
spectroscopy 
At-line calibration required for 
quantification. 
CHO 
Viable cells, Glc, Gln, Amm, Lac, 
glutamate 
[21] 
Electronic nose 
Off-gas monitoring; chemometrics 
needed for 
interpretation 
CHO Viable cells, recombinant protein [22] 
Abbreviations: CHO – Chinese hamster ovary; HEK – human embryonic kidney; NS0 – mouse myeloma; BHK – 
baby hamster kidney; Glc- glucose; Gln- glutamine; Amm- ammonia; Lac- lactate; GFP- green fluorescent protein. 
The hybridoma cell line is a fusion of normal mouse cells with mouse cancer cells [20]. 
These methods for monitoring large-scale cell cultures are well established and accurate, however, they 
are inherently invasive and some environmental changes cannot be detected in real time. These limitations mean 
that production processes cannot be easily optimised, and in the biopharmaceutical industry, any significant 
changes often have to be fully validated with new clinical trial procedures at great expense to the company [12]. 
These extra costs hinder improvements to production processes, and consequently such processes are very often 
run at low efficiencies [12, 23]. This has led to the introduction of the FDA-led Process Analytical Technology 
(PAT) initiative in 2004, which encourages companies to adopt modern analytical techniques for on- or at-line 
monitoring of cell culture, and other processes involved in the production of biological products [24]. Some of 
the technologies that have been studied as potential PATs are displayed in Table 1. The major benefit for 
companies adopting PATs into their production processes is the potential for continuously collecting data which 
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can be used to justify post-approval proposals for process changes, thereby helping to avoid some of the 
significant expenses that may be incurred if a new clinical trial becomes necessary [12].  
 Similar PAT-type techniques have also been applied to the analysis of cells and tissues of interest to 
regenerative medicine, which are not included in Table 1. Examples include the use of dielectric spectroscopy 
for monitoring neural differentiation of human mesenchymal stem cells (hMSCs) [25], and the determination of 
the viable numbers of stem cells cultured on microcarrier beads [26]. Fourier transform infrared spectroscopy 
and Raman spectroscopy have also been used to distinguish between multipotent hMSCs and pluripotent human 
embryonic stem cells [27] and a sophisticated multi-channel sensor system was reportedly used to monitor the 
progression of a haematopoietic stem cell culture [28]. In addition, magnetic resonance spectroscopy has been 
used for monitoring the growth, metabolism and viability of a tissue-engineered bioartificial liver [29]. Studies 
such as these demonstrate that key data can be obtained rapidly and non-invasively using spectroscopic 
techniques, which could enable the quality of a cultured batch of cells to be assessed and for timely 
decisions/interventions to be made in order to alter the condition of the culture. 
1.3. Gas/vapour phase analysis: cell culture applications 
The analysis of gaseous samples is commonly performed using spectroscopic/mass spectrometric techniques or 
devices consisting of one or many electronic nose-type (electrochemical) sensors. Numerous applications have 
been demonstrated for these techniques including atmospheric monitoring [30, 31], the detection of explosives 
[32], analysis of foods [33] and breath analysis for disease diagnosis [34]. Relevant to the work described in this 
thesis, as mentioned above, there is a growing movement towards the use of advanced, non-invasive monitoring 
methods for cell culture processes relevant to biotechnology and regenerative medicine. 
This section will begin with descriptions of three of the common gas/vapour phase mass spectrometry-
based analysis techniques, these being the most relevant to the studies presented in this thesis. The application of 
these and other techniques to the analysis and online monitoring of the gas/vapour phase above culture cells will 
be discussed with reference to the published literature. 
1.3.1. SIFT-MS, PTR-MS and GC-MS 
Selected ion flow tube mass spectrometry (SIFT-MS) is the analytical technique which is central to the present 
study. The underlying principles of SIFT-MS will be discussed in Chapters 2 and 3, and have been reviewed 
extensively previously [35, 36], but the essential points are described here. The instrument operates by 
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introducing a sample gas/vapour into a flowing helium carrier gas, where it is chemically ionized by a precursor 
ion species (H3O+, NO+ or O2+
●
), generating product ions that are characteristic of the neutral sample 
compounds. The absolute concentrations of the trace volatile compounds, mostly volatile organic compounds 
(VOCs) that are present in the gaseous sample are calculated based on the count rates of the detected precursor 
and product ions. This method of analysis allows analyses of gaseous samples to be performed in real time, even 
of single breath exhalations [35, 36], obviating the requirement for sample collection. It is important to note that 
the major components of air, viz. N2, O2, Ar etc., do not react with the chosen precursor ions, which have been 
selected for this reason.  
A similar technique, known as proton-transfer reaction mass spectrometry (PTR-MS) has also been 
employed in the analysis of cell culture headspaces. This technique differs from SIFT-MS mainly because it 
employs greatly enhanced concentrations of, typically, H3O+ precursor ions in order to perform the chemical 
ionisation procedure, and contains a drift tube that applies a voltage to the contained flowing ions [31, 37]. The 
main advantage of this set-up is an increased sensitivity, to parts-per-trillion by volume (pptv) levels for some 
compounds [36]. The major disadvantage is the increased levels of product ion fragmentation which occur in the 
drift tube, which increase false compound identification and the probability of overlapping product ions, 
resulting in false concentration measurements [36]. Also, the use of only H3O+ precursor ions prevents the 
analysis of compounds which will not react or do so very slowly with H3O+, such as methane and carbon 
disulphide. The latter potential problem has been addressed recently with the development of PTR-MS 
instruments that also use NO+ or O2+ sources [38]. 
Gas chromatography mass spectrometry (GC-MS) operates in an entirely different manner to SIFT-MS 
and PTR-MS. In short, a gaseous sample is introduced into a carrier gas of the GC-MS instrument that flows into 
a narrow capillary column that contains a stationary phase to which the VOCs bind. This column is located 
inside an oven which is used to gradually raise the temperature in a controlled manner, in order to elute the 
analyte compounds. The eluted compounds, separated by their elution time, are immediately detected 
downstream by a mass spectrometer that identifies each eluted VOC. Thus, the ion counts/abundance of each 
eluted VOC against time is obtained. The elution/retention time of each particular VOC is related to the 
physical/chemical properties of the molecule, as well as the physical/chemical properties of the stationary phase 
(commonly a silicon-containing polymer), and the experimental conditions (temperature profile, flow rate). 
Thus, one of the major benefits of GC-MS is that eluted compound identification is aided by two key pieces of 
information, viz. the elution time, and the obtained mass spectrum [39]. Sensitivity at the pptv level is possible, 
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but quantification is performed with reference to standard samples of the compound of interest, making 
quantitative measurements relatively time consuming. As a result, GC-MS is not a real time gas phase analytical 
technique. 
1.3.2. Mammalian cell cultures 
SIFT-MS has previously been employed in the analyses of the headspace of cultured human lung cell lines, 
including the first analyses of the gas/vapour phase above the lung cancer cell lines CALU-1 and SK-MES in 
2003 [40]. The analyses were performed by suspending the cells in the relevant culture media, contained inside 
in glass bottles, which were purged of the laboratory air, sealed and incubated at 37
O
C for 16 hours. Both the 
CALU-1 and SK-MES cell types were found to produce the toxic compound acetaldehyde (AA) in proportion to 
the cell number; a result which was confirmed for the CALU-1 cells in a study published in 2009, while two 
additional non-tumourigenic lung cell lines, viz. NL20 epithelial cells and recently immortalised 35FL121 Tel+ 
fibroblast cells. The former epithelial cells were found to produce AA whilst the latter fibroblast cells were seen 
to consume AA from their culture media [41]. In addition, rates of carbon dioxide production were obtained in 
this study for all 3 cell types, which were roughly proportional to the rate of cellular CO2 production expected 
from the cells of the human body. 
PTR-MS has also been used to perform headspace analyses, of tissue culture flasks containing several 
cancerous and non-cancerous lung cell lines as well as an immortalized retinal pigment epithelium cell line, 
hTERTRPE1 [42]. These experiments found that a product ion with a mass-to-charge ratio (m/z) of 45 was 
clearly lowered in mass spectra obtained from the headspace analyses of the cancerous cell cultures, but not in 
those of the non-cancerous cell types. This product ion was tentatively assigned to protonated AA, which 
resonates with the findings of the aforementioned SIFT-MS studies [40, 41]. However, the finding that the 
cancer cells consumed AA does contrast with the SIFT-MS studies. 
 Several studies of the vapours emitted from cultures of various tumourigenic cell types were also 
performed using GC-MS, including a study of the vapours emitted from the lung cancer cell line CALU-1, which 
in this case were cultured in a 100mL fermenter [43]. The experiments revealed that the AA concentration was 
reduced in the CALU-1 cells compared to medium controls, in contrast to the SIFT-MS studies. The cells were 
reported to consume three other aldehyde compounds, as well as some ketones, alkenes and acetonitrile, and 
emit four branched alkane compounds. The headspace compounds of some other cancerous and non-cancerous 
cell lines have been analysed in several GC-MS studies [44-47]. 
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 The aforementioned studies have largely been concerned with the analysis of cell culture headspace 
under static conditions, the major focus being more upon identifying the volatile biomarkers produced by 
different cell types, relating these to the presence of cancer cells which could ultimately be used for their 
detection in human breath, blood or urine. The cell types in question have little relevance to the culture of cells 
for biotechnology or regenerative medicine. Studies of the gas phase above cell cultures for such purposes are 
infrequent, possibly due to the lack of available volatile biomarkers of mammalian cell growth. Of course 
oxygen and carbon dioxide are major exceptions, and their concentrations have been measured in the off-gas of 
2L bioreactor cultures of Chinese hamster ovarian (CHO) cells using online zirconium dioxide- and infrared-
based sensors for process monitoring and control purposes [48]. The results compared favourably to those 
obtained using traditional in situ probes, and were used to derive oxygen uptake rates and carbon dioxide 
production rates. 
1.3.3. Microbial cell cultures 
SIFT-MS has been employed in the study of several medically important microbes, cultured under various 
conditions. These include the emissions produced by the bacteria Pseudomonas aeruginosa (PA) which are 
known to colonise the lungs of the majority of cystic fibrosis patients [49]. Concentrations of  hydrogen cyanide 
(HCN) were found to be present in easily measurably quantities in the vapour phase above the majority of 
cultured PA strains derived from the sputum of cystic fibrosis patients when cultured on agar plates [49, 50], 
indicating that HCN could be an important biomarker of for early detection of PA colonisation. Recently, a 
second major biomarker of many PA strains has been detected using GC-MS, viz. methyl thiocyanate, and 
quantified using both GC-MS and rapid SIFT-MS measurements [51]. In addition to these PA studies, the 
emissions from medically important fungi [52] and bacteria have been analysed using SIFT-MS, including a 
study of bacteria that commonly infect blood [53, 54] the urinary tract [55].  
  PTR-MS has been used to conduct headspace analyses of PA and Streptococcus milleri, cultured on 
agar [56], and in a separate study of 3 bacteria (Escherichia coli, Shigella flexneri and Salmonella enterica) and 
one yeast cell type (Candida tropicalis) [57]. In the latter study, the cells were cultured in liquid media, 
contained inside sealed bottles, with the headspace of which was regularly sampled for analysis. A similar pilot 
study has been reported using chemical ionisation mass spectrometry, a similar analytical technique to SIFT-MS, 
in which the count rates of selected ions related to numerous compounds, including bacterial metabolites acetoin, 
diacetyl and AA (see Chapter 3), were monitored in the off-gas of a 2L bioreactor culture of Bacillus subtilis 
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bacteria cells over a period of 600 minutes [58]. The concentrations of the metabolites were seen to increase and 
then decline over the culture period. 
Aside from aforementioned study of the volatile compounds emitted by PA using SIFT-MS and GC-
MS methods [51], there is an extensive literature relating to the use of GC-MS for the study of the VOCs emitted 
from cultured microbial cells, which is described in review articles [59, 60]. Studies of particular relevance to the 
present work include the application of GC-MS for the early identification of microbial infections by analysing 
the VOCs produced in cultures of another bacterium, Leuconostoc mesenteroides, which is used industrially for 
the production of dextrane [61]. Similar methods were applied to the microbial infection of microalgae cultures, 
in which statistical techniques were applied to the derived GC-MS data in order to rapidly identify the infection 
[62]. Also, GC-MS was used to detect the presence of several different microbial cells when added to an animal 
cell culture [63]. 
1.4. Summary remarks 
Efforts to develop non-invasive online techniques for monitoring large scale cell cultures have increased with the 
introduction of the FDA’s Process Analytical Technology (PAT) Initiative. Regenerative medicine is a growing 
research/clinical field, and such monitoring techniques are potentially of greater importance in the production of 
the cell-based therapies related to regenerative medicine. The studies reported in the literature suggest that 
gas/vapour analysis technologies could provide non-invasive methods of monitoring the progression of human 
cell cultures and/or identifying the presence of unwanted cell types, including microbial infections in real time. 
The work presented in this thesis explores the use of selected ion flow tube mass spectrometry (SIFT-MS) for 
this purpose.  
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2. Overview of the SIFT and SIFT-MS techniques 
2.1. Principle of operation 
The selected ion flow tube (SIFT) technique, was originally devised for the study of the kinetics of ion-molecule 
reactions, specifically the rate coefficients and the ion product distributions, primarily concerned with reactions 
that are considered to occur in the terrestrial atmosphere and cold interstellar clouds [64]. SIFT-MS is an 
extension of this technique, in which the underlying principles, and rate coefficients derived from SIFT 
experiments, are applied for the quantification of trace gas compounds in gaseous media; it is therefore useful to 
discuss the SIFT technique before moving on to SIFT-MS.  
2.1.1. The SIFT technique 
The layout of a modern (Profile 3) SIFT-MS instrument, as is now used to perform SIFT experiments as well as 
SIFT-MS analyses at Keele University, is depicted in Figure 2. The following brief explanation of the SIFT 
technique, as well as SIFT-MS, will be given with reference to this figure; detailed descriptions are given in 
recent review papers [35, 36]. Also, the various dimensions and operating conditions of the specific instrument 
used throughout the studies presented in this thesis are summarised in Table 17, which is given in Appendix B. 
Figure 2. Schematic of the Profile 3 SIFT-MS instrument, as was used throughout this research. Key dimensions are 
indicated, and further details can be found in Table 17 in Appendix B. Adapted from Smith & Španěl, 2011 [36]. 
 
Considering that the SIFT is used to study ion-molecule reactions, a source of gaseous ions is required. 
In SIFT instruments, positive and negative ions are generated upstream by a gas discharge, and a quadrupole 
mass filter is used to select the ion specie of interest by its mass-to-charge ratio (m/z) [65]. These selected ions, 
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termed precursor or reagent ions, are injected via a Venturi-type inlet orifice into the reaction flow tube, which 
contains an inert flowing carrier gas, usually helium, at a pressure of approximately 1 Torr [35, 36]. Upon 
entering the reaction flow tube, the swarm of cold ions form a Maxwellian velocity distribution according to the 
temperature of the carrier gas, typically 300K, and are convected along the flow tube by the helium carrier gas. 
A portion of the ions are sampled from the flow tube downstream via a pinhole orifice and enter the 
differentially pumped chamber of the analytical quadrupole mass spectrometer. The ions are separated according 
to their m/z values and detected and counted by an electron multiplier/pulse counting system [35, 36]. 
 In order to determine the reaction rate coefficients and product ions formed in the reaction between a 
particular injected ion specie and a neutral analyte compound, denoted M, the latter is introduced into the 
reaction flow tube, either as a neat gas/vapour or diluted to a known concentration in an inert gas such as helium 
or nitrogen [36], through the sample inlet port of the instrument via a mass flow meter under controlled 
conditions. The ion/neutral reactions cause a decline in the precursor ion count rates as indicated by the 
downstream mass spectrometer/detection system, and the loss rate of the reagent ions is measured as a function 
of the flow rate of the analyte gas, which can be related to the number density of the analyte in the flow tube [36, 
66]. The number of different product ions formed is dependent on the physical/chemical properties of the 
precursor ions and neutral compounds, as well as the humidity of the sample (further explanation and examples 
are given in Chapter 3), but often only one or two product ions result in significant (>1%) quantities [36]. The 
branching ratios of the product ions are determined at zero analyte flow in order to eliminate the potential 
distorting effect of secondary reactions of the product ions with the analyte gas [65]. 
 In order to demonstrate the method used for the derivation of rate coefficients, it is useful to consider 
the following exothermic proton transfer reaction of H3O+ precursor ions with M: 
     
             (1) 
 The following kinetics equation is then used to describe the time-decay of the number density of the 
H3O
+
 precursor ions in the carrier gas, Ni: 
  
   
  
  (   
  
  
)  (     [ ])  (2) 
 The first term on the right side of this equation accounts for the diffusive loss of the precursor ions to 
the walls of the flow tube. This is characterised by the diffusion coefficient (Di) and the characteristic diffusion 
length ( ) which is dependent on the flow tube length and diameter [65, 67, 68]. The loss of precursor ions due 
to reaction (1) is described by the second term, where k is the rate coefficient for the reaction and [M] is the 
analyte molecule number density in the carrier gas. During analysis, the count rates of both the precursor ions 
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and product ions (H3O+ and MH+ respectively) are monitored simultaneously at the downstream mass 
spectrometer at several different M flow rates [36, 66, 69]. Equation (2) can then be integrated in order to relate 
the count rate of H3O+ precursor ions in the presence of M, denoted I, to the count rate in the absence of M, 
denoted I0 to give equation (3): 
        
   [ ]      
   [ ] 
   
    (3) 
Here,   is an end correction factor to the reaction length, L, which accounts for the mixing distance of 
the reactant gas to the carrier gas [36, 65, 66], and    is the linear velocity of the precursor ions along the flow 
tube. An absolute value of k can be derived from a semi-logarithmic plot of I against [M] [36]. Examples of this 
procedure are given in Chapter 3. 
Obtaining k-values in this manner has been useful in the characterisation of reactions relevant to SIFT-
MS trace gas analysis [70-72], but the method is dependent on the accurate measurement of the flow rate of   
into the reaction flow tube, which is not always possible due to a lack of calibration data for flow meters, and the 
difficulties preparing accurate calibration mixtures caused by the sample adsorption of onto vessel surfaces, 
which occurs with most volatile organic compounds (VOCs) [36]. In order to bypass this problem, an alternative 
procedure has been adopted, which is based on the experimentally-justifiable assumption that exothermic proton 
transfer reactions, such as that shown in equation (1), occur at the gas kinetic (collisional) rate, characterised by 
the rate coefficient kc [73]. It is possible to calculate kc for such reactions provided the polarisability and dipole 
moment of the analyte molecule are known or can be estimated [74]. The hydronium ion, H3O
+
, is commonly 
used as a precursor ion for SIFT-MS analyses, and the kc-values for its reactions with many organic compounds 
can thus be calculated when experimental data are difficult to obtain [36]. Two other precursor ions are 
commonly employed in SIFT-MS analyses, viz. NO+ and O2+
●
, but it cannot be assumed that ion/neutral 
reactions involving these precursor ions will proceed at the gas kinetic rate, because the reaction processes 
sometimes proceed at less than unit efficiency [72]. In order to experimentally derive k-values for reactions 
involving these two ions, the three SIFT-MS precursor ion species: H3O+, NO+ and O2+
●
, are simultaneously 
injected into the flow tube, containing the carrier gas. The decay rates of the three precursor ions are then 
measured as the analyte gas/vapour is also introduced into the flow tube, which may be in the form of a dilute 
mixture in air at a known humidity. The relative decay rates of NO+ and O2+
●
 to that of H3O+ will give 
proportional  -values for the reactions, relative to their respective kc [36]. Several studies involving this method 
of deriving  -values for various compounds are presented in Chapter 3. 
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2.1.2. SIFT-MS for the quantification of trace gas compounds in humid air 
SIFT-MS is an extension of the SIFT technique which allows the quantitative analyses of multiple trace 
gas/vapour compounds simultaneously, when present in dry or humid media. SIFT-MS experiments usually 
employ H3O+, NO+ or O2+
●
 as precursor ions for the chemical ionisation of analyte compounds because these 
ions have been selected because they do not react significantly with the major components of air and breath, viz. 
nitrogen, oxygen, water, carbon dioxide and argon, but do react rapidly with most other compounds including 
most volatile organic compounds, VOCs. Thus, the precursor ions are not depleted significantly by an air sample 
and so the trace compounds can be analysed unhindered [35, 36]. 
It is clear from equations (2) and (3) that when the k is known for a reaction between an analyte 
molecule M and a particular precursor ion, then it is possible to determine the number density of the analyte 
molecules in the carrier gas [M], by measuring the decline in the precursor ion count rate, I, as M flows into the 
carrier gas of the flow tube. If a mixture of analyte gases/vapours enter the flow tube then the reduction in I will 
reflect the net effect of all individual analyte gas/vapours, and quantitative analysis of the individual compounds 
present cannot be achieved by monitoring I only. However, if the analyte compounds each react to produce 
different product ions, then the count rates of these ions can also be monitored, allowing the individual 
compounds to be identified and quantified [35, 36]. This is an essential point which has allowed the development 
of SIFT-MS for the real-time detection and quantification of the trace gas compounds present in various complex 
mixtures, such as air and exhaled breath. 
 Given that only relative changes in the count rates of both the precursor and product ions are required 
for SIFT-MS analyses, it is important to consider that when the flow rate [M] of an analyte gas/vapour is small 
then the count rates of the product ions will be small and the fractional reduction in precursor ion counts will be 
immeasurably small (starting count rates of the precursor ions are typically between 1 and 2(10
6
) c/s). However, 
if the relatively low count rates of the product ions can still be accurately measured, then the number density of 
the characteristic product ions, [MH+]t, can be related to the number density of the precursor ions, [H3O+], using 
equation (4), as follows: 
  [   ]  [   
 ]    [ ]        (4) 
 As before,   is the reaction rate coefficient, [M] is the flow rate (number density) of the analyte 
molecules and   is the reaction time. The differential diffusion enhancement coefficient, De, additionally 
accounts for the mass-dependent rates at which the precursor and product ions diffuse to the walls of the reaction 
flow tube, affecting the relative number densities of the ions that reach the downstream ion sampling orifice to 
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the mass spectrometer (see Figure 2), thereby influencing quantitative analyses [75]. Another important 
consideration is the affects of mass discrimination against the heavier (larger m/z) ions in the mass spectrometer. 
It happens that the opposing effects of differential diffusions and mass discrimination tend to cancel each other, 
but their combined effects must be incorporated in order to achieve accurate quantification of the concentrations 
of trace gas/vapour compounds by SIFT-MS analyses. These effects have been studied in detail previously [68, 
76]. Further, the important involvement of the hydrated ions such as H3O+(H2O)1,2,3, NO+(H2O)1,2 and 
MH+(H2O)0,1, is not considered in equation (4), but has been studied previously [77]. All of these factors are 
accounted for in the general equations, which allow the accurate derivation of [M] from the precursor and 
product ion count rates, and can be found in Španěl et al., 2006 [75]. 
Calculating the concentration, C, of trace gas compound in a sample gas mixture requires the flow rates 
of the carrier gas and sample gas, denoted ϕc and ϕa respectively. C can then be calculated using equation (5): 
    [ ]     
 
 
 
(ϕ  ϕ )
ϕ 
  (5) 
 Here, kb is the Boltzmann constant, T is the carrier gas temperature, and p is the total pressure inside the 
flow tube. Most of the variables in equations (4) and (5), as well as in the general equations for accurately 
deriving [M] [75], are either known constants, such as the flow tube dimensions, or are continuously monitored 
during the analysis, such as T and p (see Table 17 in the Appendix B for some typical values). These variables 
are incorporated into the SIFT-MS software which allows the real time quantification of particular trace gas 
compounds. Also, the rate coefficients for the reactions of these compounds with the precursor ions must be 
entered into a kinetics database, along with correction factors, denoted f, which can be used to account for 
specific kinetic processes which are sometimes necessary for accurate quantitative analyses. 
The types of ion-neutral reactions that occur in SIFT-MS analyses are discussed in Chapter 3, including 
a list of some of the common product ions formed from H3O+ and NO+ reactions in Table 2. Also some, now 
published, ion chemistry studies, which were undertaken to expand the kinetics database and involve some 
complicated analyses in which the product ions and values of k and f were derived for specific VOCs were 
derived, are detailed in Chapter 3. 
2.1.3. Modes of operation 
Two modes of operation can be utilised with SIFT-MS, viz. the Full Scan (FS) mode, and the Multiple Ion 
Monitoring (MIM) mode. These are described below in reference to the examples given in Figure 3. 
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Figure 3. (a) An example H3O+ spectrum showing the count rates of the ions detected by the downstream mass 
spectrometer of the SIFT-MS instrument during a direct breath exhalation, obtained using the Full Scan (FS) mode. 
The precursor ions used in the analysis and characteristic product ions, formed from the reactions of some common 
breath compounds with the H3O+ precursor ions, are labelled. (b) A Multiple Ion Monitoring (MIM) mode profile, 
obtained using the H3O+ precursor ion, showing the absolute concentrations of ethanol, acetone and acetaldehyde, 
given in parts-per-billion by volume (ppbv) present in two breath samples, which were directly exhaled into the 
instrument. The water vapour level is also given in % units, 1% being equivalent to 107 ppbv. The portion of each 
exhalation from which the concentration was derived is indicated by the shaded dashed boxes. The concentrations of 
the compounds analysed in the laboratory air, which was sampled before, between and after the breath exhalations, 
are as follows: water vapour 1.72%; acetaldehyde 4 ppbv; ethanol 621 ppbv; acetone 24 ppbv. 
 
In FS mode the downstream quadrupole mass spectrometer scans across a designated range of mass-to-
charge ratios (m/z) for a chosen period of time, and the ion counts-per-second (c/s) are derived from the actual 
number of ion counts and the total sampling time for each m/z unit [36]. The output data is presented as a mass 
spectrum plot of c/s against m/z, an example of which is shown in Figure 3a. This method of data acquisition is 
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used for the determination of the product ions formed from the analysis of a particular VOC or an unknown 
mixture of compounds. 
When operated in MIM mode the downstream mass spectrometer continuously accumulates only the 
ions relating to the selected m/z values of the precursor and product ions of interest. Combining these count rates 
with the flow tube pressure, temperature and other variables, including the necessary kinetics data for the ion-
molecule reactions, enables the concentrations of desired compounds to be derived, as explained earlier, and 
monitored in real time. This can also be achieved in FS mode, but the use of MIM analyses increases the dwell 
time of the mass spectrometer on the desired ions, greatly increasing the accuracy of the measurements. An 
example MIM profile is shown in Figure 3b. 
2.1.4. Sampling methods 
Analysis of gaseous compounds using SIFT-MS is simply achieved by opening the sample inlet port, allowing 
the air/gas/vapour sample to flow into the flow tube (see Figure 2) via the narrow capillary (0.2mm diameter) of 
the sampling arm. The capillary must be heated (typically to 70
O
C), in order to prevent condensation and 
adsorption of the analyte compounds, and calibrated to the correct flow rate so that accurate quantification of the 
individual compounds can be achieved, according to equations (4) and (5). As this narrow capillary is relatively 
short (<0.2m), a section of tubing with a wider internal diameter (0.5mm) connects it to the sample port, which 
does not restrict the flow rate significantly, and thus can be as long as 5m [78].  
Breath exhalations through the mouth can be given directly into the instrument by exhaling at the 
entrance to the capillary [36]. Nose exhalations can be sampled in a similar manner, but should be aided by the 
use of a low flow pump [79, 80]. Alternatively, exhalations can be given into bags, which can then be sampled 
by puncturing with a hypodermic needle or by otherwise connecting the sampling arm to the bag contents. 
Headspaces of bottles containing biological samples such as blood, urine or cultured microbial or mammalian 
cells can be sampled from sealed vessels by puncturing a septum using a hypodermic needle attached to the 
sampling arm. Upon introduction, the samples are immediately analysed, as described in previous sections. The 
rapid response of the instrument to the commencement and cessation of sampling is emphasised in the MIM 
analyses of two breath exhalations shown in Figure 3b. 
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2.2. Applications of SIFT-MS: breath analysis studies 
SIFT-MS is capable of performing real time, quantitative analyses of numerous trace gas compounds 
simultaneously, in humid or dry air samples, with accuracy of typically parts-per-billion by volume (ppbv) 
levels. These features have frequently been exploited for the analysis of human breath samples, which can be 
delivered directly into the instrument, with the results immediately presented to the operator in the form shown 
previously in Figure 3. Numerous studies relating to the analysis of human breath by SIFT-MS for disease 
diagnosis physiological monitoring are present in the literature, including reference ranges for most common 
metabolites for significant cohorts of healthy volunteers [81-83], the detection of Helicobacter Pylori infection 
for the prevention of gastric ulcers [84], the early detection of Pseudomonas aeruginosa for the treatment of 
cystic fibrosis patients (see Chapter 1) [49-51], and the measurement of total body water in haemodialysis 
patients [85-87]. The non-invasive, real time, quantitative analyses that are possible using the SIFT-MS 
technique also have utility in other fields of study within the life sciences, including food sciences and 
environmental health and safety, references for which can be found in [36]. 
The majority of the work presented in this thesis relates to the use of SIFT-MS for the liquid headspace 
analysis of cultured human and/or bacterial cells. However, two studies were conducted as part of this thesis 
work, which relate to the use of breath analysis for clinical diagnosis and therapeutic monitoring, viz. the affects 
of diet on breath acetone [88], and the analysis of deuterium abundance in water vapour (this forming the basis 
for total body water measurements) [89]. The results of these studies have now been published, and so they are 
only summarised in the sections that follow; details are given in the published papers, copies of which can be 
found in Appendices A1 and A2. 
2.2.1. “Breath acetone concentration; biological variability and the influence of diet” 
Acetone is the simplest ketone and a VOC which is present in the breath of all humans, as well as most 
mammals [90]. It is also emitted into the gas phase from human blood or urine, and is believed to be formed, at 
least in part, from acetyl coenzyme A via lipolysis, along with the other two ketone bodies acetoacetic acid and 
β-hydroxybutyric acid, usually termed acetoacetate and β-hydroxybutyrate [91]. The latter two compounds, 
however, do not appear so readily in the gas phase due to their tendency to dissociate into their ion forms in the 
bloodstream. Due to the volatility of acetone, and its relatively high concentration in the bloodstream, this VOC 
is easily detected in breath using SIFT-MS, and numerous studies of breath acetone have been conducted [81, 
92, 93]. Elevated levels of breath acetone have commonly been observed in the exhaled breath of diabetes 
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sufferers, but increased blood acetone can be due to other factors, such as the length of the fasting period prior its 
measurement, and it is now well understood that breath acetone alone cannot be used as an indicator of diabetes 
[94-97]. The main purpose of this research mini-project was to address the unfortunate assumption that acetone 
alone can be an indicator of diabetes, which is still persists in the literature [98, 99], by providing further 
experimental support to the growing understanding that breath acetone concentrations can be influenced by a 
number of confounding factors even within the healthy population. 
Exhaled breath was analysed directly with SIFT-MS as described in the ‘Sampling methods’ section 
earlier [35, 36], with quantitative data obtained using the MIM mode (see Figure 3b). Two SIFT-MS instruments 
were used to perform the studies which took place at Keele University and at the J. Heyrovský Institute in 
Prague. The ability of the instruments to accurately measure acetone concentrations was validated previously 
using standard mixtures [76]. All participants in the studies provided informed consent. Three experiments were 
reported which address some potential causes of variation in breath acetone concentration. These are summarised 
below: 
(1) The acetone concentrations were measured in the breath exhalations of two healthy volunteers over 
a period of several weeks. The breath acetone distributions for volunteers A and B are shown in Figure 4a and 4b 
respectively. Clearly the distribution plot for volunteer A (70 years old male; body mass index (BMI) 25) is 
relatively narrow, while that of volunteer B (25 years old male; BMI 23) is much broader and more erratic. 
Neither individual believed that their diet was particularly variable during the course of these experiments. 
Figure 4c shows the breath acetone data plotted against the time at which the measurements took place for the 
two volunteers. As can be seen, for volunteer A there is a slow general increase in the breath acetone 
concentration over the several hours from the earliest measurements at around 08:45 towards lunchtime, which is 
due to a change in metabolic activity over the course of the morning, as the carbohydrates consumed for 
breakfast are depleted. However, for B there is such correlation, indicating that some other factors are behind the 
distribution shown in Figure 4b. 
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Figure 4. (a) and (b): Histogram plots showing the distributions of breath acetone for two individuals (A and B 
respectively), measured using SIFT-MS employing the H3O+ precursor ion over a period of several weeks during the 
mornings (post-breakfast). The mean values and their standard deviations (SD), and the median values are given in 
parts-per-billion by volume (ppbv). (c): Plot showing the dependence of the time of day on the concentrations of 
acetone measured in the breath exhalations of volunteers A (open circles) and B (filled circles). Adapted from Španěl 
et al., 2011 [88]. 
 
 
(2) Acetone concentrations were measured in the breath exhalations of eight healthy individuals (three 
males and five females; ages 18-42; BMI 24-32) following the consumption of a ketogenic meal. Baseline breath 
acetone concentrations were established for each individual using SIFT-MS in the evening prior to the 
experiment. Following an overnight fast (no breakfast) the breath acetone concentrations were measured again 
before each commenced a ketogenic diet (similar to the protocol used in [100]) which involved the consumption 
of 125g of whipping cream every 3h without protein supplement. The breath of each volunteer was analysed 
regularly over the course of around 7 hours. The breath acetone concentrations increased rapidly over the course 
of the day, with the final concentrations around a factor of 3 increased over that at the start of the day in all cases 
(figures shown in paper; see Appendix A1). The acetone increase showed no obvious correlation with BMI. 
(3) The concentrations of acetone in the exhaled breath of two volunteers (28 years old female, BMI 26; 
30 years old female, BMI 24) were measured using SIFT-MS over a period of 12 days, as they followed the low 
carbohydrate ketogenic diet that is commonly known as the Atkins diet (carbohydrate intake limited to 20g day
-1
, 
with only meat, fish, cheeses and vegetables allowed). Upon commencement of the diet, the breath acetone 
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concentrations immediately began to rise, and by day 2 had reached their approximate maxima. However, during 
the subsequent 10 days of the diet, breath acetone concentrations were highly varied for both subjects, but did 
remain approximately six to nine times above their pre-diet levels (figures shown in paper; see Appendix A1). 
The results of this short study highlighted the breadth of inter-individual variation of acetone 
concentrations in exhaled breath, as well as that of intra-individual variation, at least in some cases. Further, the 
nutritional status/nature of the diet of an individual was shown to strongly influence breath acetone, with fasting, 
high fat and low carbohydrate diets all shown to cause elevations in the measured concentrations. These findings 
support the general sense of previous work. It should be noted that the apparent increase of breath acetone in 
diabetes sufferers, as indicated by a limited amount of data, is not greater than the diurnal increase that occurs in 
healthy people and by varying the diet. However, this does not necessarily imply that breath acetone variations 
could not be used by healthy individuals or diabetes sufferers, who can act as their own controls, to monitor 
control of their blood glucose. For screening for diabetes to be feasible, individuals would have to pay careful 
attention to their diet by stabilizing their nutritional input before breath analysis. Nevertheless, before the 
hypothesis that breath acetone can be used to diagnose and monitor diabetes can be totally abandoned, more 
studies on breath acetone in patients with both type-1 and type-2 diabetes are essential [101]. Such studies as 
these will also search for other breath metabolites (biomarkers), which, in combination with each other and 
acetone, might be more definite indicators of glycaemia [102]. 
2.2.2. “Determination of the deuterium abundances in water from 156 to 10,000 ppm by SIFT-MS” 
Over 10 years ago SIFT-MS [103] and flowing afterglow mass spectrometry (FA-MS) [104] techniques were 
developed for rapidly determining the deuterium (D) abundance in water vapour containing H2O, HDO and D2O 
molecules, which can then be related to the D abundance in the associated liquid water phase [104-106]. This has 
enabled the measurement of total body water via the analysis of HDO in breath following the ingestion of a 
known quantity of pure D2O, exploiting the isotope exchange that occurs between D2O and H2O molecules [85, 
106]. However, these techniques were devised for the measurement of relatively low D abundances (<1000 
ppmv) compared to those measured in the present study, and the underlying equations are not accurate when the 
abundance is >1000 ppmv due to the increased propensity for isotope exchange in which two H atoms can be 
exchanged by D atoms in the H3O+(H2O)3 cluster (see Figure 5). The purpose of this work was to gain further 
understanding of D/H exchange in the H2O/HDO/D2O system and thereby to extend the use of the SIFT-MS and 
FA-MS analyses of the D abundance towards D/H ratios of 10,000 ppmv. 
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Figure 5. SIFT-MS mass spectrum (ion counts per second, c/s, against mass to charge ratio, m/z) showing the presence 
of the isotopologues of the trihydrate of the H3O+ ions, the relative count rates of which can provide the D/H ratio in 
water vapour. The derived values of R1liq (see text) for the spectral distributions, derived from analyses of the 
headspace of three deuterated water vapour samples, are given in parts-per-million by volume (ppmv). The scan was 
performed over a limited m/z range in order to obtain accurate analyses of the third H3O+ hydrate, viz. H3O+(H2O)3, 
and its isotopologues, as indicated. The third hydrate of H3O+ present at m/z 73 and the isotopologues present at m/z 74 
and 75 are labelled. 
 
The measurement of the deuterium content in breath water vapour using SIFT-MS and FA-MS is based 
upon the ratio of the equilibrium ion densities at m/z 74 to m/z 75, which is denoted Q=[74]/[75]. The ions 
detected at these m/z values are composed of the isotopologues of the third water cluster of H3O+, as shown in 
Figure 5. The following equation has been used previously in routine FA-MS analyses [104, 105]: 
    
       
   
  (6) 
Here R2 and R3 denote the known abundances of 17O (0.00387) and 18O (0.0198) respectively in 
ordinary water, and R1 denotes the abundance of D. In the present study, the R1 values were measured in the 
headspace (R1vap) of samples of known with a known liquid phase D abundance (R1liq). Using prepared mixtures 
of D2O/H2O, i.e. of known deuterium abundance, D/H, and accurate measurements using SIFT-MS, equation (6) 
was found to be accurate for R1<0.001 (i.e. for D abundances less than 1000 ppmv) according to an 
experimentally-derived plot of Q against R1liq (the known liquid-phase D abundance), but when R1 exceeded 
0.001, the results were inaccurate (see journal article in Appendix A2). Thus a correction factor was derived 
from a partial least squares fit of the experimental data points obtained from SIFT-MS data of the kind shown in 
Figure 5 as obtained for known mixtures of D2O/H2O that result in D/H ratios up to 10,000 ppmv, giving the 
following equation for R1 from experimentally measured Q values: 
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 The numerator in this equation represents the solution of equation (6) with respect to R1 and the 
denominator is the parameterised correction factor obtained by a partial least squares fit of the data points, as 
mentioned (see article in Appendix A2). By applying this equation to Q data obtained in SIFT-MS experiments, 
R1liq values up to 10,000 ppmv can be determined, to a maximum uncertainty of around 3%. 
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3. SIFT ion chemistry studies in preparation for SIFT-MS analyses 
3.1. Introduction to the studies 
The identification and accurate quantification of volatile compounds using SIFT-MS is based upon an 
understanding of the ion-molecule reactions that occur between the precursor ions (H3O+, NO+ and O2+
●
) and the 
neutral analyte molecules (M) present in a gaseous sample, as discussed in detail in the previous chapter (see 
Section 2.1.2.). So that various volatile compounds can be analysed simultaneously in complex mixtures, 
numerous SIFT studies of ion-molecule reactions have been performed with the expressed purpose of 
characterising the essential reactions that are needed to extend the kinetics database library, which currently 
consists of over 250 volatile compounds, most of which are volatile organic compounds (VOCs), with molecular 
weights ranging from 17 to >200u. These studies have largely involved identifying the product ions formed from 
specific ion-molecule reactions, and then deriving the rate coefficients (k) for the reactions. However, 
quantification of some volatile compounds can be complicated by the presence of isobaric compounds or 
compounds that react with the precursor ions to form product ions that are isobaric, i.e. that have the same mass-
to-charge ratio, m/z, as the product ions formed from M. Some examples of such complications are addressed in 
two SIFT-MS ion chemistry studies, which were published as a result of this work, namely: 
  “Selected ion flow tube, SIFT, studies of the reactions of H3O+, NO+ and O2+ with some biologically 
active isobaric compounds in preparation for SIFT-MS analyses”. [107]. 
 “Minimising the effects of isobaric product ions in SIFT-MS quantification of acetaldehyde, dimethyl 
sulphide and carbon dioxide” [108]. 
 These studies will be summarised in this chapter with reference to the full journal articles, copies of 
which are presented in Appendices A3 and A4. 
3.1.1. SIFT-MS ion chemistry 
A list of the types of product ions that are commonly formed from H3O+ and NO+ reactions with different types 
of analyte M is presented in Table 2. These are often predictable, particularly if the compound consists of a 
hydrocarbon chain or ring with a single functional group. As is shown in the table, H3O+ reactions with M very 
often generate protonated analyte ions MH+. This occurs in reactions where M has a proton affinity greater than 
that of water (691kJ/mol [109]), which is the case for most VOCs [36]. Crucially, these reactions invariably 
proceed at unit efficiency [36], i.e. where k is equal to the collisional rate coefficient kc. This is a vitally 
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important aspect of the SIFT technique as kc is usually calculable for reactions of M with H3O+, allowing k to be 
derived for the reactions of M with NO+ and O2+
●
 by relating the reduction of ion count rates of these precursor 
ions to that of H3O+ when M is introduced. This is discussed in Chapter 2 and an example is given in the Results 
and discussion section of this chapter. 
Table 2. List of the primary (non-hydrated) product ion types derived from the reactions between different types of 
volatile reactant molecules and the SIFT-MS precursor ions, H3O
+ and NO+. Reactions with the O2
+ precursor ion are 
not included because they tend to result in less predictable breakdown (fragmentation) patterns. Adapted from Smith 
and Španěl, 2011[36]. 
Molecule (M) H3O+ reactions NO+ reactions Ref. 
Alcohol MH+; (M - OH)+ (M - H)+; (M - OH)+ [110] 
Diol MH+; (M - OH)+ (M - H)+; (M - OH)+ [111] 
Ketone MH+ NO+M; M+● [112, 113] 
Saturated aldehyde MH+; (M - OH)+ (M - H)+ [112, 114] 
Unsaturated aldehyde MH+ (M - H)+; NO+M [112, 114] 
Carboxylic acid MH+; (M - OH)+ NO+M; (M - OH)+ [115] 
Ester MH+; (M - OR)+ NO+M; (M - OR)+ [115] 
Ether MH+; (M - OR)+; (M - R)+ (M - H)+ [116] 
Organosulphur MH+ M+● [117] 
Amine MH+; (M - H)+; (M - R)+ M+●; (M - H)+; (M - R)+ [118, 119] 
Alkane H3O+M (M - H)+ [120] 
Alkene MH+ M+ [120, 121] 
Monoterpene MH+; (M - R)+ M+●; (M - R)+ [122, 123] 
Aliphatic halocarbon MH+; H3O+M; (M - X)+; (M – X)OH+ (M - X)+; M •; NO+M [124, 125] 
Aromatic hydrocarbon MH+ M+● [120] 
Aromatic halocarbon MH+; (M - X)+ (M - X)+; M+●; NO+M [124, 125] 
Phenol MH+ M+● [126] 
H2S, HCN, NH3 MH+ no reaction [127-129] 
The analyte molecules are denoted M and protonated molecules MH+. Parent radical cations, M •, and adduct ions, 
NO+M and H3O+M are formed largely from charge transfer and ternary association reactions respectively [35, 130].  
The reactions of NO+ with the molecule types presented in Table 2 are more varied. Charge transfer is 
one common reaction-type in which an electron is transferred from the molecule to the precursor ion, producing 
the parent radical cation M+●, and a nitric oxide molecule [36]. It is important to note that this can only occur 
when the ionisation energy of M is less than that of nitric oxide (9.26eV [131]). Other common reaction routes 
include hydride ion (  ) transfer, in which (M - H)+ ions and HNO (nitroxyl) molecules are formed, and three-
body NO+ association reactions, which form NO+M product ions in the presence of the helium carrier gas. 
The reactions of H3O+ and NO+ with VOCs tend to form few (unhydrated) product ions, typically only 
one or two, which enables the quantification of multiple compounds simultaneously, facilitating the analysis of 
complex mixtures such as human breath or cell culture headspace [36]. The ionisation energy of molecular 
oxygen (12.06eV [131]) is greater than that of nitric oxide, and so O2+
●
 reactions typically occur via charge 
transfer. However, fragmentation commonly results from reactions with VOCs, and yields a greater number of 
product ions, which can complicate analyses of gas/vapour mixtures [36].  On the other hand, O2+
●
 is useful for 
the analysis of certain compounds which cannot be detected using H3O+ and NO+, such as NO, NO2 [36] and 
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methane [132]. It is also a suitable ion for the quantification of ammonia, with which it reacts by charge transfer, 
forming NH3+ [35, 36]. 
Considering that the major work presented in this thesis involves the analysis of biological samples, it is 
also important to recognise that these complex mixtures are often very humid, generally being incubated at 
37
O
C, and saturated with an absolute water vapour content of around 6% (46 Torr). These elevated water vapour 
level result in partial conversion of the precursor ions to their hydrates, H3O+(H2O)1,2,3, NO+(H2O)1,2 and 
O2+(H2O)1,2, by sequences of three-body reactions [133]. These hydrated precursor ions can also react with M to 
produce hydrated product ions, such as MH+(H2O)1,2,3 or NO+M(H2O). Such hydration reactions must be 
identified and accounted for in order for accurate quantification to be performed using SIFT-MS [36]; these will 
be discussed in later sections of this chapter. 
3.1.2. “Selected ion flow tube, SIFT, studies of the reactions of H3O+, NO+ and O2+ with some 
biologically active isobaric compounds in preparation for SIFT-MS analyses” [107] 
Distinguishing compounds of the same nominal molecular weight (MW) is a challenge in mass spectrometry, 
particularly when using SIFT-MS and similar techniques which do not involve the pre-separation of volatile 
compounds, as is the case with the widely-used gas chromatography mass spectrometry. One of the strengths of 
SIFT-MS for the analysis of complex mixtures is the ability to immediately switch between the use of H3O+, 
NO+ and O2+
●
 for the chemical ionisation of the analyte compounds, which usually allows VOCs to be 
distinguished and simultaneously quantified, often when the compounds are isobaric [36]. An important study of 
this nature relating to the analysis of three isobaric VOCs with molecular weights (MW) of 60u, viz. propanol, 
acetic acid and methyl formate, has been published previously [134]. The results of this study included the 
identification of product ions specific to each of these VOCs, with propanol-specific product ions occurring in 
both H3O+ and NO+ spectra, methyl formate-specific product ions only in H3O+ spectra, and acetic acid-specific 
ions only in NO+ spectra [134]. 
A similar study is presented in this chapter, in which the reactions of four isobaric compounds with 
nominal MWs of 86u and four of 88u have been studied. The compounds of interest, their MWs and molecular 
formulae (structures may be viewed in Table 5), were as follows: 
 MW 86u: 2,3-butanedione (diacetyl; C4H6O2); γ-butyrolactone (GBL; C4H6O2); cyclopropane 
carboxylic acid (C4H6O2); allyl ethyl ether (C5H10O). 
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 MW 88u: pyruvic acid (C3H4O3); n-butyric acid (C4H8O2); ethyl acetate (C4H8O2); 3-hydroxybutanone 
(acetoin; C4H8O2). 
Acetoin and diacetyl are produced by bacterial cells [58] and are characteristic flavour compounds 
present in butter [135]. Acetoin is also emitted by biological substances, including ripe fruit, as are butyric acid 
and ethyl acetate [136-138]. Pyruvic acid, which commonly exists as the dissociated anion pyruvate when in 
solution, is an important compound in biochemistry. It is typically formed in mammalian cells from the 
breakdown of glucose via glycolysis, after which it may be used to produce energy, via the Krebs cycle or the 
formation of lactate, depending on the availability of oxygen, or it may enter another metabolic pathway [139]. 
Sodium pyruvate serves as an additional energy source in cell culture media, including Dulbecco’s modified 
Eagle’s medium (DMEM), which is featured prominently in later chapters. GBL is a natural component of wine 
[140] and acts as a prodrug for γ-hydroxybutyric acid in vivo, which has been shown to be an effective treatment 
for alcohol and heroin addictions [141]. However, GBL and γ-hydroxybutyric acid are also used as recreational 
drugs, which can be harmful and addictive [142]. It is clear that to be able to analyse these compounds by SIFT-
MS would be of value; hence the reason for the study of the ion chemistry and the construction of kinetics 
database entries for them. 
The SIFT-MS precursor ion-analyte molecule reactions have been reported previously for some of the 
above compounds in SIFT studies [112, 115, 116, 143], but these did not account for hydrated product ions. It is 
essential that these hydrates be included in the analysis in order for accurate quantification to be achieved, 
particularly when considering humid biological samples. Of the above eight compounds, those that had not been 
studied previously are cyclopropane carboxylic acid, pyruvic acid, and acetoin. This study was undertaken in 
order to enhance the SIFT-MS kinetics database so that these isobaric VOCs, each of which have some relevance 
in biology (with the exception of allyl ethyl ether), can be routinely identified and quantified in dry or humid 
samples. This work could be of importance to fields such as breath analysis, food science and botany, and could 
have some significance in the mammalian or microbial cell cultures, which are a major focus of this thesis. 
3.1.3. “Minimising the effects of isobaric product ions in SIFT-MS quantification of acetaldehyde, 
dimethyl sulphide and carbon dioxide” [108] 
Quantification of volatile compounds with SIFT-MS requires knowledge of the rate coefficients for their 
reactions with the precursor ion. As mentioned above, the reactions usually occur at close to the collisional rate, 
with a rate coefficient (kc), which is typically of the order of 10
-9
 cm
3
s
-1
. However, there are numerous 
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exceptions, one of which is the reactions of carbon dioxide (CO2; mass 44u) molecules with H3O+, which is the 
most suitable precursor ion for CO2 quantification by SIFT-MS. A method for quantifying CO2 in humid air and 
exhaled breath has been described previously [144] which is based on the slow three-body association reactions 
with H3O+, in which adduct ions with mass-to-charge ratios (m/z) of 63 are formed as follows: 
     
            
         (8) 
The H3O+CO2 adduct ion is weakly bound relative to the hydrated hydronium precursor ion, H3O+H2O, 
and so carbon dioxide analysis is further complicated by rapid, exothermic ligand-switching reactions [145]: 
     
            
          (9) 
Acetaldehyde (AA; C2H4O; MW 44u) reacts with H3O+ to form primary protonated product ions with 
an m/z of 45, which also can hydrate to form C2H5O+(H2O) ions at m/z 63. This overlap creates an additional 
complication which must be corrected using the appropriate, calculated f-factors, as described in the 
aforementioned study [144], and shown in the kinetics database entry in Table 3. In turn, the 
H3O+CO2/C2H5O+(H2O) overlap also causes erroneously high AA measurements when both CO2 and AA are 
present in the sample. A further potential problem for the accurate quantification of AA occurs when ethanol is 
also present, which is very often the case when analysing biological samples. This can arise due to the small 
quantities of O2+
●
 ions (typically 1% of the total) which are inadvertently injected into the flow tube during H3O+ 
analyses, and will react with ethanol largely by dissociative charge transfer, forming C2H5O+ ions with m/z 
values of 45. Clearly, these overlap with the unhydrated, protonated AA product ions, which will lead to falsely 
high AA measurements, if not accounted for. Thus the levels of O2+
●
 and ethanol are monitored during AA 
analyses, and the measurements are corrected using calculated f-factors [146]. The kinetics database entry used 
for AA concentration in the presence of CO2 and ethanol is shown in Table 3. 
AA was previously shown to react with NO+ precursor ions largely by hydride ion transfer, as shown in 
equation (10) [112]: 
                 
      75% (10a) 
                             25% (10b) 
Because reaction (10a) is relatively slow [112], any small contamination of m/z 43 ions will cause a 
comparatively large increase in the apparent AA concentration as measured utilizing reaction (10a). This will 
often occur as biological samples commonly contain acetone, and impurity O2+
●
 ions will react with acetone to 
produce C2H3O+ ions, also at m/z 43, which will interfere with AA quantification. Because of these potential 
complications, H3O+ is the precursor ion of choice for AA quantification. As shown in reaction (10b) a second 
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minor product ion (25%) is also formed from the analysis of AA with NO+ product ions via slow three-body 
reactions, viz. the adduct ion NO+C2H4O with an m/z of 74 (see Figure 7b). This has not been considered in 
previous studies of AA ion chemistry, but is considered in the present study. Carbon dioxide was also previously 
observed to react with NO+ by a slow three-body association reaction to form NO+CO2, which also has an m/z of 
74 [145] (see Figure 7b). The analysis of this product ion as a second method of CO2 quantification is considered 
in this study. 
Table 3. SIFT-MS kinetics database entries for the quantification of carbon dioxide and acetaldehyde using the H3O+ 
precursor ion [144, 146], and for the quantification of dimethyl sulphide using NO+ [80, 117],  as derived prior to the 
present studies. These are displayed in the format compatible with the SIFT-MS software, with the m/z values of the 
precursor and product ions listed, followed by the calculated/experimentally-derived rate coefficient and f correction-
factor. Further explanation about the f-factors can be found in Španěl et al., 2006 [75]. 
Carbon_dioxide(H3O+) 
4 precursors 
 19 3.4e-15 1.0 
 37 3.4e-15 1.0 
 55 3.4e-15 1.0 
 73 3.4e-15 1.0 
3 products 
 63 1.0 
 45 -0.6 
 81 -0.8 
Acetaldehyde(H3O+) 
5 precursors 
 19 3.7e-9 1.0 
 37 3.0e-9 1.0 
 55 2.7e-9 1.0 
 73 2.6e-9 1.0 
 32 3.7e-9 1.0 
3 products 
 45 1.6 
 81 1.8 
 83 -100.5 
Dimethyl_sulphide(NO+) 
1 precursor 
 30 2.2e-9 1.0 
1 product 
 62 1.0 
Dimethyl sulphide (DMS; C2H6S; MW 62u) quantification can be performed using H3O
+
 precursor ions, 
however this proceeds by protonation, forming C2H7S+ and its hydrate C2H7S+(H2O) with m/z values of 63 and 
81 respectively. Clearly these ions overlap in m/z with the product ions of the reactions of H3O+ with CO2 and 
AA, as discussed (see Figure 7a), and so H3O+ is often not usually suitable for DMS analysis. On the other hand, 
NO+ reacts rapidly with DMS by charge transfer, producing only C2H6S+ ions with m/z values of 62, and this is 
the preferred precursor ion for DMS analysis (see Table 3). In this case, there are few possibilities for overlaps 
with product ions formed from other volatile compounds, but one such compound is ethanthiol, which is 
isomeric with DMS [117]. This compound does charge transfer to generate overlapping m/z 62 product ions, but 
also reacts partially by dissociative charge transfer and NO+-association forming ions with m/z values of 29, 61 
and 92, and so ethanthiol can be ruled out as a potential problem. Another potential problem may arise when 
oxygen is present in a sample to be analysed, since a three-body reaction can occur with NO+ in the presence of 
helium to form weakly bound adduct ions, NO+O2, which also appear at m/z 62. In ambient air and human 
breath, molecular oxygen accounts for around 15-20% by volume, and under these conditions, the apparent 
concentration of DMS that is caused by the association reaction of NO+ with O2 would be around 10 ppbv [80], 
therefore actual DMS concentrations can be determined to reasonable accuracy in air and breath when they 
- 37 - 
 
 
 
exceed this value. Given that the oxygen concentration in biological samples, such as the cell cultures analysed 
in the work presented in later chapters, is unlikely to greatly exceed that present in human breath, the effects of 
oxygen on the apparent DMS concentration can be considered to be similarly small. 
The presence of CO2 and AA in a sample mixture does not prevent the quantification of DMS with NO+, 
but falsely high measurements of CO2 and AA concentrations will be obtained using H3O+ when DMS is present. 
As will be shown in later chapters, this can occur in cultured bacterial and human cells. Hence, the focus of this 
study was to address this problem by constructing new kinetics database entries so that these three compounds 
can be simultaneously quantified using SIFT-MS. 
3.2. Experimental 
3.2.1. Compounds 
The two groups of four isobaric compounds (MW 86u and 88u), viz., 2,3-butanedione (diacetyl), γ-
butyrolactone, cyclopropane carboxylic acid, allyl ethyl ether, pyruvic acid, n-butyric acid, ethyl acetate and 3-
hydroxybutanone (acetoin), as well as acetaldehyde (AA) were all purchased from Sigma (UK) and the carbon 
dioxide from BOC (UK). Aqueous solutions were formulated inside 150mL glass bottles, when required, and 
sealed with rubber septa. The temperature of the samples was raised the 37
O
C using a water bath or incubator 
when required, although the experiments in which the MW 86u and 88u compounds were analysed took place 
with the samples kept at room temperature (20
O
C). DMS was obtained from culturing hepG2 hepatocellular 
carcinoma cells (see Chapters 4 and 5) in 25mL of a medium composed of Dulbecco’s Modified Eagle’s 
Medium (DMEM; Biosera, UK) with 10% v/v foetal bovine serum (Lonza, UK), 10 U/ml antibiotic-antimycotic 
(Biosera, UK), 2mM L-glutamine (Lonza, UK) and 0.1% v/v dimethyl sulphoxide (DMSO; Sigma, UK). Briefly, 
the cells were suspended in the media inside a sealed glass bottle and incubated overnight at 37
O
C. See Chapter 4 
for more details on the cell culture process. 
3.2.2. SIFT analysis 
The SIFT technique and the Profile 3 SIFT-MS instrument (Instrument Science, Crewe, UK) used to conduct the 
analyses were described in the previous chapter, and further details can be found in recent published review 
articles [35, 36]. The neat vapours of the MW 86u and 88u compounds could be sampled directly from their 
supplied containers by simply holding the solid or liquid sample compound close to the inlet of the sampling arm 
allowing the vapour to flow into directly to the flow tube of the SIFT-MS instrument (see Chapter 2).  
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3.3. Analysis of MW 86u and 88u compounds: results and discussion 
3.3.1. Binary rate coefficients for the MW 86u and 88u VOCs 
In order to derive rate coefficients for the reactions of the MW 86u and 88u isobaric compounds with the 
available precursor ions, the resolution of the upstream mass quadrupole was reduced so that all three of the 
SIFT-MS precursor ions (H3O+, NO+ and O2+
●
) were simultaneously injected into the flow tube. The sample 
vapour was then introduced through the sample port and the effective flow rate of the analyte molecules into the 
flow tube was lowered by simply moving the solid/liquid sample away from the opening of the sampling arm. 
This ensured a sufficiently large flow of the vapour to deplete the precursor ion count rates by at least one order 
of magnitude. The decline in the count rates (denoted I) of the precursor ions were monitored in real time using 
the Multiple Ion Monitoring (MIM) mode, as described in Chapter 2. The effective analyte molecule flow could 
then be calculated from the reduction in the m/z 19 (H3O+) count rate (flow = ln[I/I0]), and plotted on the x-axis 
against the count rates of m/z 19, m/z 30 (NO+) and m/z 32 (O2+
●
). An example semi-logarithmic plot from which 
the decay rates for the reactions between the SIFT-MS precursor ions and ethyl acetate is shown in Figure 6. 
Figure 6. Semi-logarithmic plot showing the count rates (in counts-per-second, c/s) of the primary (non-hydrated) 
precursor ions: H3O+ (closed circles), NO+ (grey circles) and O2+● (open circles), which were simultaneously injected 
into the flow tube of the SIFT-MS instrument in the presence of ethyl acetate vapour, introduced at varying flow rates 
(see text). 
  
The proton affinity of each of the VOCs analysed exceeds that of water (691kJ mol
-1
 [109]), and so all 
of the H3O+ protonation reactions are exothermic and proceed according to their respective kc-values. The k-
values for these reactions can therefore be calculated according to the equations derived by Su and Chesnavich 
[74] when the polarisabilities (α) and molecular dipole moments (µ) are known or can be estimated (as was 
required for acetoin and pyruvic acid). The reduction in the NO+ and O2+
●
 count rates, relative to that of H3O+, as 
derived from the slopes of the semi-logarithmic plots such as in Figure 6, can then be used to calculate k for the 
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reactions of each compound, as a proportion of the calculated kc(H3O+). The calculated and experimentally-
derived rate coefficients are given in Table 4. 
Table 4. Rate coefficients (k), in units of 10-9 cm3s-1, for the reactions of H3O+, NO+ and O2+ with four isobaric 
compounds of molecular mass (m) 88u, and four of molecular mass 86u. The calculated collisional rate coefficients (kc) 
are presented in square brackets (same units as k). The polarisabilities (α) and permanent dipole moments (µ) [147], 
used to calculate kc according to the formula derived by Su and Chesnavich [74], are also indicated for each 
compound. 
Compound m (u) α (10-24 cm3) µ (D) k [kc] (H3O+) k [kc] (NO+) k [kc] (O2+●) 
2,3-butanedione (diacetyl) 
86 
8.2 0.0 [1.7] 1.4 [1.4] 1.5 [1.4] 
Allyl ethyl ether 10.7 1.2 [2.5] 2.2 [2.1] 2.1 [2.0] 
Cyclopropane carboxylic acid 10.0 1.8 [3.0] 2.1 [2.5] 2.4 [2.4] 
γ-butyrolactone 8.5 3.0 [4.1] 3.5 [3.4] 3.9 [3.3] 
3-hydroxybutanone (acetoin) 
88 
8.8 2.6 [3.7] 3.0 [3.1] 3.4 [3.0] 
n-butyric acid 10.0 1.8 [3.0] 2.4 [2.5] 2.6 [2.4] 
Ethyl acetate 9.7 1.8 [2.9] 2.3 [2.4] 2.5 [2.4] 
Pyruvic acid 6.6 2.3 [3.2] 2.1 [2.7] 2.8 [2.6] 
 As can be seen in Table 4, all of the reactions proceed according to rate coefficients that are close to kc, 
i.e. at their maximum rates. The k-values are also in close agreement with those determined in previously 
published SIFT studies, viz. diacetyl [112], allyl ethyl ether [116], γ-butyrolactone [143], and ethyl acetate [115], 
as are the m/z values of the observed product ions for these reactions (see Table 5). 
3.3.2. Product ion distributions for reactions of MW 86u and 88u VOCs with H3O+, NO+ and O2+
● 
The product ion distributions for the reactions were derived from the headspace of aqueous solutions of the 
analyte VOCs, contained in sealed bottles. Mass spectra were produced by operating the SIFT-MS instrument in 
Full Scan (FS) mode. The m/z values of the formed product ions are given in Table 5, including those of the 
hydrated product ions which were generated because of the humidity of the samples. It should be noted that these 
experiments were performed with the samples held at room temperature; increasing the temperature/humidity 
increases the fractions of the hydrated product ions [77]. Some of the reaction mechanisms (see Table 2 and the 
“SIFT-MS ion chemistry” section earlier) relevant to the identification and quantification of these VOCs will be 
discussed below, in reference to Table 5. 
  
 
 
Table 5. The molecular formulae and m/z values of the product ions formed from the reactions of H3O+, NO+ and O2+ with eight VOCs, four with molecular weights (MW) of 86u 
and four of 88u, along with their branching ratios in percent, %. The primary product ions are given in bold, with the hydrates in parentheses, and unique product ions and 
underlined (see text). Ionisation energies of each compound in electron volts, are given in italics [131]. The data were obtained from the analyses of aqueous solutions of each 
compound, the approximate molar concentrations of which are also given. 
MW VOC Physical state H3O+  m/z NO+  m/z O2+
●  m/z 
86u 
2,3-butanedione 
(diacetyl) 
C4H6O2 
9.3 
 
Liquid 
BP 88OC 
Solution 
0.05M 
C4H7O2+ 100% 87 (105, 123) C4H6O2+  
NO+C4H6O2 
75% 
25% 
 
86 
116 
C2H3O+  
C4H6O2+ 
65% 
35% 
 
43 
86 
Allyl ethyl ether 
C5H10O 
9.6†  
Liquid 
BP 66OC 
Solution 
0.01M 
C5H11O+ 
C3H7O+ 
C2H5O+ 
75% 
15% 
10% 
87 (105) 
59 (77, 95)  
45 (63, 81) 
 
C5H9O+ 
C5H10O+ 
>95% 
<5% 
85 
86 
C3H6O+  
C5H10O +  
C3H5O+  
C3H5+  
70% 
15% 
10% 
≤5% 
58 (76, 94) 
86 
57 (75) 
41 
Cyclopropane-
carboxylic acid 
C4H6O2 
10.6  
Liquid 
BP 183OC 
Solution 
0.5M 
C4H7O2+  
C4H5O+  
90% 
10% 
87 (105, 123) 
69 
NO+C4H6O2  
C4H5O+ 
60% 
40% 
 
116 (134) 
69 
C4H6O2+  
C4H5O2+  
C4H5O+  
C2H2O2+ 
C3H6+ 
35% 
20% 
20% 
15% 
10% 
86 (104) 
85 (103) 
69 (87) 
58 (76) 
42 
γ-butyrolactone 
(GBL) 
C4H6O2 
10.3  
Liquid 
BP 206OC 
Solution 
0.5M 
C4H7O2+ 100% 87 (105, 123) NO+C4H6O2 100% 116 C2H2O+ or C3H3+ 
C4H6O2+ 
80% 
20% 
42 (60) 
86 
88u 
3-hydroxybutanone 
(acetoin) 
C4H8O2 
9.4‡ 
 
Solid 
MP 15OC 
Solution 
0.2M 
C4H9O2+ 100%   89 (107, 125) NO+C4H8O2 
C2H5O+ 
C4H8O2+ 
C4H7O2+ 
80% 
10% 
≤5% 
≤5% 
118 
45 (63, 81) 
88 
87 (105) 
C2H5O+ 
C2H3O+ 
85% 
15% 
45 (63, 81) 
43 
n-butyric acid 
C4H8O2 
10.2 
 
Liquid 
BP 163OC 
Solution 
0.02M 
C4H9O2+ 
C4H7O+ 
95% 
5% 
89 (107, 125) 
71 
NO+C4H8O2 
C4H7O+ 
 
80% 
20% 
 
118 (136) 
71 
 
C2H4O2+ 
C3H5O2+ 
C4H8O2+ 
C2H3O+ 
85% 
5% 
5% 
≤5% 
60 (78, 96) 
73 
88 (106) 
43 
Ethyl acetate 
C4H8O2 
10.0 
 
Liquid 
BP 79OC 
Solution 
0.1M 
C4H9O2+  100% 89 (107) NO+C4H8O2  100% 118 C2H5O2+ 
C2H5O+ 
C4H8O2+  
C2H3O+  
40% 
20% 
20% 
20% 
61 (79, 97) 
45 (63, 81) 
88 (106) 
43 
Pyruvic acid 
C3H4O3 
9.9-10.4 
 
Liquid 
BP 165OC 
Solution 
2M 
C3H5O3+ 
 
C2H3O+ 
80% 
 
20% 
89 (107, 125, 
143) 
43 
NO+C3H4O3  100% 118 (136) C2H3O+ 100% 43 
†
 ionisation energy calculated from data presented in [148]; 
‡
 ionisation energy calculated from [149]. 
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3.3.2.1. MW 86u compounds 
The reactions of each of the four analyte compounds, denoted M, with H3O+ proceed rapidly, with the protonated 
parent molecule, MH+, being the dominant primary product ion in all cases. Each of these primary product ions 
forms a monohydrate and a dihydrate, with the exception of allyl ethyl ether, which forms just a monohydrate, as 
indicated in parentheses in Table 5. These hydrates are formed via three-body association reactions, which are 
discussed in a later section. Allyl ethyl ether undergoes the most complex reactions with H3O+ of the four 
compounds, forming three different primary product ions: 
     
               
      75% (11a) 
                                               
           15% (11b) 
                                               
           10% (11c) 
 All of the product ions are of the form RO+ which hydrate readily (see Table 5), with hydrocarbon 
molecules released in reactions (11b) and (11c). In the case of cyclopropane carboxylic acid, the primary 
protonated product ion partially dissociates to release H2O and an ion of the form RC=O+; these do not usually 
form hydrated ions, as is the case here (see Table 5). Diacetyl and GBL do not dissociate after protonation, 
which is usually the case for ketones [112]. 
 The processes involved in the reactions of the MW 86u compounds with NO+ are highly varied. Allyl 
ethyl ether reacts with NO+ almost entirely by hydride ion (  ) transfer, as is common with alkenes [121], 
whereas the single product formed from the reaction with GBL is the NO+ adduct ion, NO+C4H6O2, which does 
not hydrate significantly. Cyclopropane carboxylic acid reacts with NO+ primarily via the same mechanism, but 
there is an additional hydroxide ion transfer route, producing C4H5O+ ions and nitrous acid, HNO2, molecules. 
The formed RC=O+ ions do not form hydrated ions, as above. Diacetyl is the only MW 86u compound analysed 
that reacts with NO+ primarily by charge transfer: 
                   
     75% (12a) 
                                                          (        ) 25% (12b) 
Route (12a) is energetically feasible because the ionisation energy of diacetyl (9.30eV) is very close to 
the recombination energy of NO+ (9.26eV). The calculated ionisation energy of allyl ethyl ether is slightly 
greater (9.6eV), and so reactions with NO+ are also seen to occur by charge transfer, but to a lesser extent (see 
Table 5). This relatively minor charge transfer product ion was not identified in the previously reported SIFT 
study in which the reaction of allyl ethyl ether with NO+ was analysed [116], possibly due to the overlap of the 
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charge transfer product ion (C5H10O+) with the carbon-13 isotopologue of the hydride ion transfer product ion 
(12C413CH9O+). 
 The O2+
●
 reactions are all seen to proceed by charge transfer, producing the parent cation (M+), and at 
least one fragmentation product (see Table 5). An interesting observation can be made when considering the 
product ion at m/z of 42, formed in the reactions of O2+
●
 with both cyclopropane carboxylic acid and GBL. In the 
former reaction, the product ion must be C3H6+, according to the molecular structure (see Table 5), but in the 
latter, the product ion could be either C3H6+ or C2H2O+. Given that the ion forms hydrates, it is likely that 
C2H2O+ is the major product ion of the two, with neutral C2H4O molecules released. The resulting product ion 
distributions obtained for diacetyl and GBL are in good agreement with the previously published data [112, 143]. 
3.3.2.2. MW 88u compounds 
As for the previous set of compounds, the reactions of H3O+ with these four compounds proceed rapidly, with 
protonation again the dominant reaction route, and the protonated parent molecule, MH+, the primary product 
ion in all cases. Only pyruvic acid forms a second significant primary product ion in reactions with H3O+: 
     
               
      80% (13a) 
                                                 
            20% (13b) 
The neutral product ion formed via reaction route (13b) is most likely a formic acid molecule (HCOOH). 
It is notable that a relatively concentrated pyruvic acid solution (2M; see Table 5) was required in order to 
generate a measurable headspace concentration of the compound. In order to enhance the headspace 
concentration further, the solution was acidified using the stronger hydrochloric acid. Surprisingly, this resulted 
in the formation of methanol, which is a compound that is easily measured by SIFT-MS using the H3O+ 
precursor ion [110]. When the samples were again analysed 2 weeks later, having been kept the solution at room 
temperature, the pyruvic acid concentration had declined, while the methanol content had increased from around 
200 ppbv to >10,000 ppbv. The mechanism of the conversion is not obvious from the structure of the pyruvic 
acid molecule. 
Acetoin (3-hydroxybutanone) reacts with H3O+ to produce a single primary product ion. Interestingly, 
this compound can exist either as a monomer (low melting point, coloured yellow) or as a dimer (higher melting 
point, white crystals). Operating SIFT-MS in the FS mode over a wide m/z range using both H3O+ and NO+ 
clearly revealed the presence of both monomers and dimers in the headspace above the compound contained in a 
150mL bottle. The more volatile monomer was gradually removed on vacuum pumping, leaving only the white 
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crystalline dimer. When the crystals were dissolved in water, analysis of the headspace revealed the presence of 
only the acetoin monomer, indicating that the dimer dissociates in aqueous solution. The data presented in Table 
5 were obtained from the headspace of this solution. The product ions formed from the reactions of NO+ with n-
butyric acid and ethyl acetate agree with the previously published SIFT study [115]. 
In each of the NO+ reactions, the major primary product ion is the adduct NO+M, all of which form 
efficiently at, or close to, kc (see Table 5) in three-body reactions which are mediated by the He carrier gas atoms 
and the major air molecules (N2, O2, Ar). The most complex reaction occurs with acetoin: 
               
        (        ) 80% (14a) 
                       
          10% (14b) 
              
     ≤5% (14c) 
                 
      ≤5% (14d) 
 The reaction route (14b) involves the abstraction of the CH3CO group from the acetoin molecule (see 
Table 5). The minor reaction routes proceed via slightly endothermic mechanisms, viz. charge transfer (14c), 
which is only feasible due to the proximity of the ionisation energy of acetoin molecule (calculated as 9.4eV 
[148]) and the recombination energy of NO+ (9.26eV), and hydride ion (  ) transfer (14d). The minor reaction 
route that occurs in the reaction of NO+ with butyric acid proceeds by hydroxide ion (   ) transfer, producing 
product ions of the form RC=O+, which, again, do not hydrate. The hydride and hydroxide ion transfer reaction 
pathways are commonly seen to occur in NO+ reactions with organic compounds which contain an OH group 
[35, 115]. 
The reactions with O2+
●
 proceed predominantly via dissociative charge transfer, producing 
fragmentation ions. The simplest of these reactions occurs with pyruvic acid, where a single product ion is 
produced: 
    
              
        100% (15) 
 In reaction (15), the C-C bond between the two C=O groups is broken to produce the product ion at m/z 
43 and a formic acid molecule. The structure of the pyruvic acid molecule indicates that the product ion is 
CH3CO+, as shown, and this ion does not to form hydrate ions under SIFT and SIFT-MS conditions [36]. This 
study also highlighted an error in the previously-published SIFT data, in which it was reported that ethyl acetate 
reacts with O2+
●
 to produce a fragment ion at m/z 31 and does not form the parent molecule cation (M+), under 
the conditions of the SIFT experiments [115], which are somewhat different to those of the new SIFT-MS 
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Profile 3 instrument used in the present experiments. In this study, the fragment ion was not detected, and the 
ethyl acetate cation was present at a 20% level. 
3.3.2.3. Hydration of the primary product ions MH+ and NO+M 
The importance of the hydration of the primary product ions has been alluded to previously in regard to the 
present study (see Section 3.1.1.), and the degree to which hydration occurs is dependent on the structure of the 
ion. The first step of hydration of protonated primary product ions (commonly formed from reactions with H3O+) 
proceeds by the following three-body association reaction: 
          (        )    
     (        ) 100% (16) 
 The primary and hydrated precursor ions, H3O+(H2O)0,1,2,3, should be dominant in SIFT-MS spectra, 
and the quantification of water vapour is based on the distribution of these four ions [133]. In the present 
experiments, the measured water vapour content was typically 1.5% when the compounds were analysed in air, 
and around 3% when analysed in solution. The initial three-body association reaction proceeds as follows: 
     
      (        )     
     (        ) 100% (17) 
 The three-body rate coefficient for reaction (17) (     ; also called k3 in the literature [107]) was 
determined to be 6(10
-28
) cm
6
s
-1
 at 298K in previous experiments [133]. The additional hydrated precursor ions, 
viz. H3O+(H2O)2,3, are formed via a sequence of similar reactions. Continuing from reaction (16), hydrated 
protonated product ions of the form MH+(H2O) can be formed via a second route, which is by ligand switching 
reactions between the H3O+(H2O)1,2,3 cluster ions and M: 
     
 (   )          
 (   )           100% (18) 
 Considering that reactions (16), (17) and (18) occur concurrently during analysis, then the three-body 
rate coefficient (    ) of hydration reaction (16) can be derived from the measured count rates of the ions. This 
is achieved by comparing the efficiencies of reactions (16) and (17), which are expressed by dimensionless 
association efficiency coefficient, denoted Aeff [77]. This value is obtained experimentally from the ratio of the 
count rates of MH+ to the total of the count rates of MH+(H2O)1,2,3, which are taken relatively to a corresponding 
ratio for H3O+ and its hydrates. The derivation of these coefficients has been described in detail previously [77, 
150]. The value of Aeff for a particular compound, at a given concentration and flow rate into the SIFT flow tube, 
should be invariant with the sample humidity. This was validated in the present study by calculating the value of 
Aeff at the two different humidities at which the previously discussed experimental data was obtained, viz. 1.5% 
and 3%. The contribution of the switching reactions shown in equation (18) to Aeff is similarly expressed by a 
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dimensionless coefficient (Seff), which can be calculated assuming that (18) proceeds according to kc, and has a 
typical value of 0.4 [77, 150]. Values for      are then determined using the following relation: 
       (         )       (19) 
The values of Aeff and     for the 8 compounds analysed in this study are presented in Table 6. 
Table 6.  Derived values of the humidity-independent association efficiency coefficients (Aeff) and three-body rate 
coefficients (    ) for the formation of hydrates of the protonated compounds indicated, as formed by ligand 
switching and three-body association. Further information is given in the text. 
MW Compound 
No. of functional 
groups 
Aeff † 
     
(10-27cm6s-1) ‡ 
86 
2,3-butanedione (diacetyl) 2 7.2±0.1 4.1±0.1 
Allyl ethyl ether 1 6.2±0.1 3.5±0.1 
Cyclopropane-carboxylic acid 2 8.5±0.3 4.9±0.3 
γ-butyrolactone (GBL) 2 4.9±0.3 2.7±0.3 
88 
3-Hydroxybutanone (acetoin) 1 1.8±0.1 0.8±0.3 
n-butyric acid 2 10.1±4.40 5.8±2.6 
Ethyl acetate 1 5.8±0.8 3.3±0.6 
Pyruvic acid 3 13.5±0.80 7.8±0.6 
† Association efficiencies were calculated from experimental data, with the uncertainties resulting from the differences 
between the results obtained from analyses of the vapour of neat compounds and from the headspaces of aqueous 
solutions. 
‡ Three-body association rate coefficients were estimated from Aeff using the theoretical maximum contribution of 
ligand-switching reactions [151] and an assumed value of       (see text). 
As mentioned, the value of       is 6(10
-28
) cm
6
s
-1
 [133], and so the eight compounds will form 
hydrates more efficiently than the H3O+ precursor ions. Production of MH+ hydrates is therefore inevitable, and 
erroneously low concentrations will be derived from SIFT-MS analyses unless these hydrated product ions, 
including dihydrates and trihydrates (see Table 5), are accounted for. The data presented in Table 5 indicate that 
the protonated product ions generated from the compounds with the greater number of active sites tend to 
hydrate more efficiently. Naturally, the best example of this is the protonated pyruvic acid, which adds a water 
molecule with the greatest efficiency, and the two protonated fatty acid molecules that have two active sites also 
hydrate relatively efficiently. On the other hand, the protonated ester, ether and ketones form hydrates with lesser 
efficiency.  
As discussed earlier, only allyl ethyl ether (MW 86u) did not form adduct product ions from the NO+ 
reactions, of the form NO+M (see Table 5). Of the seven remaining compounds, only the three carboxylic acids 
(one with MW 86u, two with MW 88u) also form hydrated adduct ions of the form NO+M(H2O), whereas the 
hydroxyketone, ester (both 88u), two ketones and ether (86u) compounds do not form hydrates under the SIFT-
MS conditions. This trend is mirrored by the hydration of the MH+ product ions formed from reactions with 
H3O+, as shown in Table 6. These characteristics can assist in the analyses of isobaric compounds, as is shown in 
this case by the appearance of at least one unique product ion, or in some cases a hydrated product ion, for each 
of the four isobaric compounds of mass 86u or 88u (underlined in Table 5). These principles were similarly 
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employed in the previously mentioned SIFT-MS experiments which allow acetic acid, methyl formate and 
propanol to be distinguished, despite each having the same nominal MW of 60u (see section 3.1.) [134]. 
3.3.2.4. Kinetics database entries 
Entries for the SIFT-MS kinetics library can be produced from the kinetics data given in Table 4, and the m/z 
values of the primary and hydrated product ions shown in Table 5, appropriate to the conditions prevailing in the 
Profile 3 SIFT-MS instrument. The kinetics library entries for diacetyl and acetoin are shown in Table 7. The 
entries include each of the coefficients which are required for quantitative SIFT-MS analyses of trace 
compounds present in humid air, according to the equations given in Španěl et al., 2006 [75]. The precursors 
section of each entry contains the m/z value of each precursor ion, followed by the calculated or experimentally-
derived rate coefficient (k-value), and finally a corrective coefficient, known in the literature as fi, which is 
multiplied by the count rate of the assigned precursor ion. The products section requires only the m/z values of 
each of the product ions and a similar multiplication coefficient (fp). In the examples shown in Table 7, each of 
the f-factors has a value of 1.0, meaning that the count rates of the precursor and product ions directly contribute 
to the quantification of diacetyl and acetoin. 
Table 7. SIFT-MS kinetics library entries presented in the format required in order to the SIFT-MS software to 
perform on-line calculations of the concentrations of diacetyl and acetoin using the H3O+ or NO+ precursor ions. 
Diacetyl(H3O+) 
4 precursors 
 19 1.7e-9 1.0 
 37 1.3e-9 1.0 
 55 1.0e-9 1.0 
 73 0.6e-9 1.0 
3 products 
 87 1.0 
 105 1.0 
 123 1.0 
Diacetyl(NO+) 
3 precursors 
30 1.4e-9 1.0 
48 1.1e-9 1.0 
66 0.8e-9 1.0 
2 product 
86 1.0 
116 1.0 
Acetoin(H3O+) 
4 precursors 
 19 3.7e-9 1.0 
 37 3.0e-9 1.0 
 55 2.4e-9 1.0 
 73 1.5e-9 1.0 
3 products 
 89 1.0 
 107 1.0 
 125 1.0 
Acetoin (NO+) 
3 precursors 
30 3.0e-9 1.0 
48 2.6e-9 1.0 
66 2.2e-9 1.0 
4 products 
45 1.0 
63 1.0 
81 1.0 
118 1.0 
 It is not possible to construct a kinetics database which can reliably quantify each of the MW 86u and 
88u compounds analysed in this study when more than one isobaric compound is present in a sample, because 
the degree of overlap in the dominant product ions (m/z 87 and 116, or m/z 89 and 118) is too great (see section 
3.3.3. for a case where such analyses are possible despite the generation of overlapping product ions). Thus, as 
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an example, the H3O+ kinetics library entry for acetoin (Table 4) will result in the calculation of the combined 
concentrations of acetoin, n-butyric acid, ethyl acetate and pyruvic acid if more than one of these compounds is 
present in a sample. It is, however, possible to identify each of the MW 86u and 88u compounds using a 
combination of the H3O+, NO+ and O2+
●
 mass spectra, in some cases by observing the presence of minor product 
ions or hydrates (see Table 5). The branching ratio for the primary product ions and any hydrates formed in the 
reaction of the chosen precursor ion with the particular compound can be experimentally determined under 
identical conditions of sample humidity to those used in the actual analysis. 
3.4. Concurrent analyses of CO2, AA and DMS: results and discussion 
The standard methods for analysing carbon dioxide, AA and DMS individually have been summarised in the 
section 3.1.3., with reference to previously reported studies [80, 144-146]. The following sections relate to the 
refinement of these analytical methodologies to allow for the analysis of each of these compounds when all three 
are present; this being complicated by the presence of isobaric product ions, as discussed earlier. Figure 7 shows 
SIFT-MS mass spectra derived from the analyses of all three compounds, and this will be referred to in the 
sections that follow. 
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Figure 7. SIFT-MS ‘composite’ mass spectra (ion counts-per-second, c/s, against mass-to-charge ratio, m/z), obtained 
using (a) H3O+; and (b) NO+ precursor ions, showing the combined analyses of samples of CO2, AA and DMS in humid 
air. 
 
 
 
† The count rates (I) of the DMS charge transfer product ion and its 64S isotopologue at m/z 62 and 64 respectively 
provide a useful check on the presence of DMS in the sample. The sulphur-34 isotope accounts for around 4.2% of the 
total sulphur atoms. 
3.4.1. Analysis of AA in the presence of CO2 and DMS 
Due to the aforementioned overlap between the characteristic product ions at m/z 63, viz. hydrated protonated 
AA and the H3O+CO2 adduct ion, this m/z value is excluded from AA analysis with the H3O+ precursor ion, so 
analysis of AA is based only on the product ions at m/z 45 and 81 (see section 3.1.3. and Table 3). Due to the 
additional presence of DMS, hydrated protonated DMS product ions, C2H7S+(H2O), will also be formed at m/z 
81 (see Figure 7a), and so this m/z value must also be excluded from the analysis of AA. Consequently AA 
analysis must be accomplished using only m/z 45 product ions, whilst ensuring that the impurity ions formed 
from reactions between O2+
●
 and ethanol are accounted for (see section 3.1.3.) [146]. As the fraction of the m/z 
45 product ions changes with humidity, the concentration of AA must be calculated from the ratio of m/z 45 to 
the sum of the precursor ions and their hydrates, multiplied by factors obtained from fitting experimental data 
[75, 146]. The kinetics library entry for this analysis is given in the left column of Table 8, with the ethanol 
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concentration in the sample derived from the count rate of the m/z 83 dihydrate of protonated ethanol. The 
injected impurity O2+
●
 ions typically account for <1% of the total precursor ion signal (see Figure 7a), and so the 
correction for this impurity is very small. The correction was tested experimentally by monitoring the levels of 
AA in the presence of ethanol and the apparent AA concentration did not increase significantly above that 
obtained at near zero ethanol concentration, even at ethanol concentrations of several parts-per-million by 
volume (ppmv), when calculated using the library entry given in the left column of Table 8, headed as 
“Acetaldehyde45(H3O+)”. 
Table 8. SIFT-MS kinetics library entries for the determination of the concentrations of acetaldehyde (AA) and 
dimethyl sulphide (DMS) in humid samples using H3O+ and NO+ reagent ions. Further explanation in text. 
Acetaldehyde45(H3O+) 
5 precursors 
 19 3.7e-9 1.0 
 37 3.0e-9 -1.0 
 55 2.7e-9 0.0 
 73 2.6e-9 0.0 
 32 3.7e-9 1.0 † 
2 products 
 45 1.1 
 83 -100.5 † 
AcetaldehydeC88(NO+) 
3 precursors 
 30 3.4e-9 1.0 
 48 3.0e-9 -1.0 
 64 2.7e-9 0.0 
 32 3.7e-9 1.0 † 
2 products 
 43 1.33 
 88 -100.9 † 
 
AcetaldehydeC58(NO+) 
3 precursors 
 30 3.4e-9 1.0 
 48 3.0e-9 -1.0 
 64 2.7e-9 0.0 
2 products 
 43 1.33 
 58 -0.67 ‡ 
DMS(NO+) 
3 precursors 
 30 2.2e-9 1.0 
 48 2.0e-9 -1.0 
 64 1.9e-9 0.0 
1 products 
 62 1.04 
  
† For a product ion such as m/z 83, an fp-factor more negative than -100 acts as a trigger for the analytical software to 
carry out the subtraction of overlapping product ion formed by an “impurity ion” listed as the last item in the 
precursors section of the entry, in this case m/z 32, according to the equation given in [146]. The portion of the f-factor 
in excess of -100 is used as a correction coefficient (f'm). For example, where f'm = 0.5 in the “Acetaldehyde45(H3O
+)” 
entry, the correction is -0.5[83][32]/[19], where the numbers in square brackets indicate the count rates at the three 
m/z values. 
AA can now also be analysed accurately using NO+ precursor ions. The characteristic product ions 
formed from this method of analysis occur at m/z 43 and 74; the former being the major product ion formed at 
75%, as shown earlier in reaction (3) (see section 3.1.3.). This ion is CH3CO+, which does not hydrate and 
therefore is not influenced by the humidity of the sample. Unfortunately, this is also a 40% product ion formed 
from the reactions of O2+
●
 with acetone [112], a VOC which is often present in biological samples, so this must 
be accounted for in order for accurate quantification of AA to be achieved using the NO+ precursor ion. Again, 
this potential problem is however limited due to the precursor ion filter, which ensures the impurity O2+
●
 present 
in the flow tube represents <1% of the injected NO+ ions (see Figure 7b), so the affect on AA quantification is 
only significant when acetone is present at a concentration more than 100 times greater than that of AA. 
Nonetheless, the presence of acetone and impurity O2+
●
 is accounted for by using a kinetics library entry for AA 
analysis using NO+ precursor ions that uses only the m/z 43 ion and excludes, but accounts for, the m/z 74 ion. 
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Two suitable entries are given in the centre column of Table 8. The entry “AcetaldehydeC88(NO+)” relates the 
ion counts of m/z 88, the single product ion formed from the reaction between NO+ and acetone [112], to the 
count rate of O2+
●
, thereby gaining a measure of the contribution of the O2+
●
/acetone reaction to the count rate of 
m/z 43. The second entry, “AcetaldehydeC58(NO+)” instead measures the count rate of the major product ion 
formed from O2+
●
/acetone reactions at m/z 58 to gain a measure of the contribution to the count rate of m/z 43. In 
each case, the contribution of O2+
●
/acetone reactions is subtracted in order to derive an accurate measure of the 
AA concentration. The efficacy of these library entries for AA quantification using NO+ precursor ions have also 
been checked experimentally, where it was observed that acetone concentrations of several ppmv increase the 
derived the apparent AA concentrations by less than a few ppbv, as calculated using both library entries.   
3.4.2. Analysis of DMS in the presence of CO2 and AA 
Accurate analysis of DMS under these conditions is not feasible using H3O+ due to the overlap of the protonated 
DMS product ions with the first hydrates of protonated ions AA and the H3O+CO2 adduct ions at m/z 63 (see 
section 3.1.3.). Analysis using the hydrate of protonated DMS, C2H7S+(H2O), at m/z 81 is not possible either due 
to the overlap with the second hydrate of protonated AA (see Figure 7a). The 34S-containing DMS isotopologue 
ions of the form C2H734S+, that occur at m/z 65, could be used to analyse DMS in principle, but this overlaps with 
the first hydrate of protonated ethanol ions and ethanol is a very common constituent of biological samples. This 
leaves NO+ as the only option for quantitative DMS analyses, in which a single product ion is formed, viz. the 
parent cation C2H6S+, at m/z 62. This product ion does not hydrate significantly, and so is not influenced greatly 
by the humidity of the sample. The kinetics library entry for the analysis of DMS using NO+ precursor ions, is 
therefore relatively simple (using a coefficient 1.04 to account for the isotopic abundance of the 34S isotope), 
shown in the right column of Table 8 as “DMS(NO+)”. 
3.4.3. Analysis of CO2 in the presence of AA and DMS 
The analysis of CO2 in the presence of AA only using H3O+ precursor ions has been addressed in section 3.4.1., 
above. It is straightforward when the CO2 levels are between 1% and 5%, which are typical in biological 
samples, provided that the AA concentrations are not excessive (<100 ppbv). However, CO2 analysis using H3O+ 
reagent ions is challenging if the DMS concentration exceeds about 100 ppbv, and the quantification becomes 
increasingly uncertain as the DMS concentration increases further. The Henry’s Law coefficient of DMS is some 
25 times lower than that of AA [151], and so only a relatively small quantity of DMS need be present in a liquid 
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source for excessive concentrations to be observed in the headspace/gas phase, increasing the likelihood of this 
analytical problem occurring in biological samples. Under these conditions, the CO2 concentration can only be 
approximated; this being possible because the ratios of the characteristic product ion signals at m/z 81 to m/z 63 
are different for the reactions of H3O+ with AA and with DMS. It is then mathematically feasible to calculate the 
individual concentrations of AA, DMS and CO2 from the three signal levels at m/z 45, 63 and 81. This principle 
is implemented in the library entry in the left column of Table 9 where it is accepted that the ion count ratio for 
the characteristic primary and hydrated product ions of DMS, i.e. [81]/[63], is equal to 1/6 at 5% absolute 
humidity and a sample flow rate of 27 mL/min at standard temperature and pressure (STP). Since this ratio is 
sample flow rate and humidity dependent, it needs to be precisely determined in a separate experiment under the 
actual conditions of a particular study. Similarly, the coefficient for the m/z 45 product ion must be adjusted 
according to the actual ratios of the primary and hydrated product ion count rates, i.e. [45]:[63]:[81], obtained 
for the H3O+ reaction with AA at varying humidity and sample flow rate [146]. It should be noted that this 
approach can result in only approximate analyses. 
Table 9. SIFT-MS kinetics library entries for the determination of the concentrations of CO2 in the presence of AA 
and DMS in humid samples using H3O+ and NO+ reagent ions. 
CO2_corrDMS_AA(H3O+
) † 
 4 precursors 
  19 3e-15 1.0 
  37 3e-15 1.0 
  55 3e-15 1.0 
  73 3e-15 1.0 
3 products 
  63 1.0 
  45 1.5 
  81 -6 
CO2(NO+) † 
 3 precursors 
  30 1.5e-15 1.0 
  48 1.5e-15 1.0 
  66 1.5e-15 1.0 
3 products 
  74 1.0 
  73 -0.0029 
  43 -0.33 
† Note that the order of the library entries is important to trigger the inclusion of the power law calculation in the 
Profile 3 SIFT-MS software and must be as given in this table. 
 The NO+/CO2 reactions proceed by slow association, as mentioned earlier, and the resulting NO+CO2 
adduct ions at m/z 74 (see section 3.1.3. and Figure 2) undergo ligand switching reactions with H2O molecules, 
forming NO+H2O ions at m/z 48 (reaction (16)). The latter ion is also formed by direct association between NO+ 
ions and H2O molecules and is consequently always present in SIFT-MS spectra when NO+ is the reagent ion 
used to analyse humid samples. Both the m/z 48 and 74 ions can be seen in the spectrum in  Figure 2b, as are 
also the hydrates of H3O+. So, in order for quantitative analyses to be performed using the NO+
 
precursor ion, the 
2H and 17O isotopologues of H3O+(H2O)3 at m/z 74 and the switching reaction of NO+CO2 with the H2O 
molecules injected with the sample must be accounted for. To this end, a simple experiment was carried out in 
order to study the rate of loss of the NO+CO2 adduct ion with H2O molecules under SIFT-MS conditions, the 
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results of which are in Figure 3. The adduct ions were clearly depleted as the humidity increased, with the signal 
level of the NO+CO2 ions decreasing by about a factor of 100 as the humidity increases from near zero to 6% of 
water vapour by volume. The data effectively describe the formation rate of the analytical adduct ion as obtained 
from the known rate coefficient for the association reaction and its loss by the aforementioned switching 
reaction. As mentioned, the overlap at m/z 74 caused by the isotopologues of H3O+(H2O)3, as well as the overlap 
with the NO+AA product of the AA reaction (using the known [74]/[43] ratio for these products given in 
reaction (3)) must also be accounted for. Thus, a kinetics library entry is given in the right column of Table 9. 
The power law derived from Figure 3 has been implemented into the SIFT-MS software (Trans Spectra Ltd., 
UK) in order to account for the loss of product ions in a fashion similar to that implemented for CO2 
quantification by H3O+
 
[144]. 
Figure 8. Change of the relative count rate of NO+CO2 with the humidity of the sample due to the ligand-switching 
reactions that occur with H2O. The power law indicated can be used to account for this change and is implemented in 
the latest versions of Profile 3 SIFT-MS software (Trans Spectra Limited, UK) using library entries presented in 
Table 9. 
 
 In order to test the efficacy of this new kinetics library entries for the analysis of CO2 with NO+
 
precursor ions, shown in Table 9, air samples containing CO2 at levels that are commonly observed in breath and 
biological samples (3-4.%) were analysed using both H3O+ and NO+ precursor ions at varying humidity. The 
resulting scatter plot is shown in the published article (see Appendix A4). Despite some scatter, which was most 
likely due to by the low count rates upon which the analyses are based, due to the slow speed of the NO+-CO2 
association reaction, and the tendency for ligand switching, a reasonable agreement between the analyses by the 
two precursor ions is shown. This is sufficient for the analysis of most biological samples, especially when it is 
considered that the CO2 measurements are carried out simultaneously with other VOCs that are often present at 
the ppbv concentrations. 
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3.5. Summary remarks 
Contained within the two kinetics studies presented in this chapter are several fundamental ion chemistry 
challenges relating to the SIFT-MS analyses of isobaric volatile compounds or volatile compounds that react to 
produce isobaric product ions.  
The first study, presented in Appendix A3, will allow SIFT-MS users to detect and quantify three 
compounds that had not been characterised for SIFT-MS analyses previously (viz. cyclopropane carboxylic acid, 
pyruvic acid, and acetoin), all of which have some biological relevance. The other five compounds that were 
analysed (viz. diacetyl, γ-butyrolactone (GBL), allyl ethyl ether, n-butyric acid and ethyl acetate) had previously 
been characterised for analysis with older SIFT-MS instruments, and so it was useful to check the kinetics data 
and branching ratios of the formed product ions on a modern Profile 3 SIFT-MS instrument. The agreement with 
the previous SIFT/SIFT-MS data was found to be excellent, with the single exception being the ethyl acetate 
reaction with O2+
●
, for which a previously reported product ion with an m/z of 31 was found not to occur. In 
addition, the VOCs were analysed under humid conditions, with 3-body rate coefficients derived to account for 
the ligand switching reactions that occur with H2O molecules when analysing humid samples. 
The second study, presented in Appendix A4, was concerned with the concurrent analyses of 
acetaldehyde (AA), dimethyl sulphide (DMS) and carbon dioxide. New correction factors (f) were derived to 
allow the analysis of AA using both H3O+ and NO+ as precursor ions when DMS and CO2 are present in the 
same sample vapour mixture; with H3O+ using only the protonated AA ion with an m/z of 45, and with NO+, 
using only the hydride ion transfer product ion at m/z 43. The analysis of DMS was found to be unrealistic using 
H3O+ precursor ion when AA and CO2 were also present, but DMS could be analysed easily using NO+ under 
these conditions, by exploiting the product parent cation, which has an m/z of 62, as shown in previous work 
[80]. Finally new kinetics database entries were constructed to provide approximate measurements of CO2 
concentrations using both H3O+ and NO+ precursor ions. The H3O+
 
entry built upon the database entry derived 
previously [144] to correct for the presence of AA and DMS, while the NO+ entry devised a completely new 
method of CO2 analysis based on slow three-body association reactions, forming NO+CO2 product ions with an 
m/z of 74. 
In both of the studies, the headspace of bacterial cultures has been analysed using SIFT-MS in order to 
provide a simple demonstration of the value of this fundamental work. In the paper presented in Appendix A3, 
probiotic yoghurt was incubated for around 2 weeks inside a sealed bottle before headspace analyses revealed 
the presence of two of the analysed VOCs, one of mass 86u (diacetyl) and one of mass 88u (acetoin), as well as 
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several other volatile compounds. The concentrations derived using H3O+ and NO+ showed good agreement for 
these newly characterised VOCs, with the concentrations both being measured at approximately 500 ppbv using 
both precursor ions. The paper shown in Appendix A4 includes H3O+
 
and NO+ mass spectra of the headspace of 
a bacterial culture following overnight incubation in Dulbecco’s modified Eagle’s medium (DMEM) 
supplemented with 10% v/v foetal bovine serum (FBS), 2mM L-glutamine and, crucially, 0.001% v/v dimethyl 
sulphoxide (DMSO). AA, CO2 and DMS were simultaneously detected in the headspace of this culture, with 
DMS formed from the reduction of the added DMSO by cellular action. This cell-driven DMSO-reduction 
reaction is exploited in experiments presented in Chapter 5, and similar analyses of bacterial culture headspace 
are present in Chapters 6 and 7. This highlights the usefulness of the newly derived analytical methodologies, as 
only DMS could have been accurately analysed (by exploiting the DMS cation formed from NO+ reactions) in 
this complex mixture of gases/vapours prior to this study. 
The data that were obtained in these studies have contributed to the advancement of SIFT-MS as an 
analytical technique for the rapid quantification of trace gas compounds. Some of the newly-derived kinetics 
database entries are of importance in the work presented in the following chapters of this thesis, and all of the 
database entries relate to the analysis of biologically-relevant volatile compounds, and could therefore find 
application in the future. 
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4. Headspace analyses of human cell cultures 
Presented in this chapter are various SIFT-MS studies of the headspace above various human cell cultures 
following overnight incubation in glass bottles or while attached to microcarriers contained inside spinner flasks. 
The key aspects of this work have been introduced earlier in Chapter 1. 
4.1. Materials and methods  
4.1.1. Cell culture in tissue culture flasks 
Six different adherent human cell types were analysed during the course of this study. These are summarised in 
Table 10, along with the media used for their culture. The Dulbecco’s modified Eagle’s medium (DMEM), 
antibiotic-antimycotic and L-glutamine were purchased from Biosera (UK), and the RPMI 1640, DMEM/Ham’s 
F12, foetal bovine serum (FBS) and penicillin-streptomycin (pen-strep) were purchased from Lonza, (UK). 
Table 10. Summary of the human cell types used in the study, including the base media and supplements. Substance 
abbreviations are listed below the table. 
Cell type Base medium 
Glucose 
(g/L) 
Supplementary substances 
hMSCs Mesenchymal stem cells Primary 
DMEM 
(BioSera, 
UK) 
1.0 
10% v/v FBS 
1% v/v antibiotic-antimycotic 
1% v/v (2mM) L-glutamine  
hepG2  Hepatocellular carcinoma  cells 
Cell line 
Huh-7 Hepatocellular carcinoma  cells 
HEK 293 Embryonic kidney cells 
NCI-
H292 
Lung, mucoepidermoid 
carcinoma cells 
RPMI 1640 
(Lonza, UK) 
2.0 
10% v/v FBS  
1% v/v pen-strep 
1% v/v (2mM) L-glutamine 
T84 Colonic adenocarcinoma cells 
DMEM/ 
Ham’s F12 
(Lonza, UK) 
3.2 
10% v/v FBS 
1% v/v pen-strep 
1% v/v (2mM) L-glutamine 
Abbreviations: DMEM: Dulbecco’s modified Eagle’s medium; RPMI: Roswell Park Memorial Institute (medium); 
FBS: foetal bovine serum; pen-strep: penicillin-streptomycin. 
The primary human mesenchymal stem cell, hMSC, samples were isolated from bone marrow aspirate 
samples (purchased from Lonza, USA) by allowing them to attach to fibronectin-coated surfaces inside tissue 
culture flasks, with the non-adherent cell types, largely blood/haematopoietic cells, simply removed during 
routine media exchanges [152]. Cells isolated from bone marrow aspirates that were obtained from three 
different donors were used during this project. These cells were never cultured beyond passage number 5 (P5), in 
order to ensure that their multipotency was maintained. 
The hepG2, huh-7, HEK 293, NCI-H292 and T84 cells are all established, immortal cell lines which 
have been derived elsewhere and were purchased or donated from various sources. All cell culture operations 
were performed under sterile conditions inside a laminar flow hood, and, in all cases, the cells were cultured in 
tissue culture flasks, submerged in their respective media, as indicated in Table 10. The vessels were incubated 
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at 37
O
C in a humid air environment with the carbon dioxide adjusted and maintained constantly at 5%. The 
medium was routinely completely removed and exchanged every 2 or 3 days in all cases. 
In addition to the cell types presented in Table 10, a primary, so-called embryonic chick femur cell type 
(ECFC) was cultured for headspace analysis. These highly proliferative cells were obtained by first incubating 
chicken eggs to induce foetal development. Femurs were then removed from the foetuses and placed in tissue 
culture-treated flasks and submerged in a high glucose (4.5 g/L) variant of the DMEM medium indicated in 
Table 10. The cells that subsequently attached and grew on the surface of the vessel (ECFCs) consisted of a 
mixture of cells of the mesenchymal lineage, as supported by their fibroblast-like morphology. The work to 
derive these cells was performed by Dr. J. Henstock (Keele University). 
4.1.2. Cell culture in spinner flasks using microcarriers 
Spinner flask culture was attempted as an alternative method of hMSC and hepG2 cell culture in some 
experiments. Both hMSCs and hepG2 cells are adherent cell types and so it was necessary to add microcarrier 
beads to the spinner flask cultures, in order to provide a surface area for the cells to attach, thereby ensuring that 
the cells would be able to grow/divide. Cytodex-1 surface microcarriers (Sigma, UK) were used for this purpose. 
It was necessary to hydrate/swell the microcarriers using phosphate-buffered saline (PBS), sterilise by 
autoclaving, and wash them several times using PBS, according to the respective manufacturers’ instructions. 
The Techne® spinner flasks used throughout this study were operated using a magnetic stirrer system, 
typically set at 20 rpm. During routine culture, the spinner flasks were kept open to allow gas exchange between 
the cells and the incubator environment which consisted of humid air with 5% carbon dioxide, maintained at a 
temperature of 37
O
C. Every 2-3 days, the spinner flasks were transferred to a laminar flow hood, the 
microcarriers were allowed to settle to the bottom of the vessel, and 50% of the medium was removed and 
replaced with fresh media. Cell numbers were monitored by removing a 1mL sample and applying a Cellstain 
double staining kit (Sigma, UK), according to the manufacturers’ instructions. The stained samples were then 
examined using fluorescence microscopy and the visible live cells were counted. The total number was then 
doubled to account for hidden live cells.  
4.1.3. Sample preparation 
In order to prepare samples of each of the cell types shown in Table 1 for headspace analysis, following 
expansion in standard tissue culture flasks to near-confluence, the cells were first removed from the vessels using 
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trypsin enzyme. The corresponding serum-containing medium was then added to deactivate the enzyme, and the 
cell suspension pelleted using a centrifuge, set to 4000 g for 5 minutes. The cell pellet was then suspended again 
in the relevant fresh medium, now additionally containing HEPES (4-(2-hydroxyethyl)-1-
piperazineethanesulfonic acid) buffer at a concentration of 0.01M, so as to maintain the pH of the culture. The 
cells could then be counted under a microscope against the haemocytometer grid, with the viability assessed 
using the trypan blue exclusion method. The cell suspensions containing the required number of cells were then 
transferred to clean, sterile 150mL glass bottles, and topped up to the required medium volume. The headspaces 
of the bottles were then purged with dry, sterile air (nitrogen and oxygen mixture; BOC, UK), before they were 
finally sealed and then incubated at 37
O
C overnight (around 16 hours). This method for analysing the headspace 
of cells suspended in a liquid medium inside a sealed container was developed previously at Keele University 
[40, 41]. 
 In order to facilitate headspace analysis of spinner flask-cell cultures, a hole was drilled into the caps of 
one of the two side-arms of each vessel with a silicone septum added (Fisher Scientific, UK). This could then be 
penetrated with a hypodermic needle coupled to the sampling arm of the SIFT-MS instrument, allowing direct 
headspace sampling into the flow tube. Preparation for the headspace analysis of spinner flask cultures involved 
simply exchanging 75% of the media (100% cannot be exchanged without losing the microcarriers), prior to 
purging the headspace with dry air, sealing the vessel, and incubating overnight at 37
O
C. 
4.1.4. Headspace analysis 
The temperatures of the samples were maintained at 37
O
C during analysis using a water bath or incubator. Direct 
sampling of the headspace of each vessel was achieved by puncturing a septum, located on the caps of the glass 
bottles or a side-arm cap of the spinner flask. SIFT-MS analysis was then conducted in order to generate FS 
mass spectra or MIM mode time profiles, from which the concentrations of gaseous compounds could be 
derived. The pressure inside the bottles reduced by about 10-20% (depending on the sample flow rate) as the 
headspace was sampled, and so dry air was used to return the pressure to 1 bar between analyses. Further details 
of the analytical technique can be found in Chapter 2, and in some recently-published review articles [35, 36]. 
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4.2. Results and discussion 
4.2.1. Analysis of the headspace of cell culture media and supplements 
In order to determine which volatile compounds were emitted or consumed by each of the cultured cell types, it 
was first necessary to determine which compounds were present in the headspace of their respective culture 
media (see Table 10). Thus, for each medium type, mass spectra were obtained by operating SIFT-MS in the Full 
Scan (FS) mode. Example spectra showing the analysis of the DMEM medium used to culture four of the 
analysed cell types are shown in Figure 9. Evidently, numerous compounds are present in the headspace of this 
medium, some of which are not immediately identifiable. Nonetheless, ammonia, acetone, acetaldehyde (AA) 
and the three simplest alcohols can be identified with confidence, as these are commonly observed in human 
breath [81, 86, 153]. Hexanal is also labelled in the H3O+ and NO+ spectra (Figure 9a and 9b respectively), as 
this was shown to be present in the headspace of DMEM media in solid-phase microextraction gas 
chromatography mass spectrometry (SPME-GC-MS) experiments, which were performed by the Mass 
Spectrometry Group during a visit to the J. Heyrovský Institute in the Czech Republic. The product ions formed 
from the reactions of hexanal with H3O+ and NO+, as well as the kinetics data necessary to perform quantitative 
analyses were derived previously [112]. Notably, fewer compounds have been labelled in the O2+
●
 spectrum, 
despite the fact that a greater number of product ions are present. These O2+
●
 reactions more often proceed via 
dissociative charge transfer [35], and therefore more often result in the formation of overlapping product ions in 
complex mixtures of gases/vapours, which are difficult to identify with certainty and are therefore of limited 
value in analysis. 
Ammonia quantification is most reliable when performed with O2+
●
, however, because the primary 
product ion appears at m/z 17, which is separated from the peak at m/z 19 which is always relatively large in 
H3O+ spectra [35, 36]. The ammonia concentration in the headspace is measured as 200 ppbv in to the O2+
●
 
spectrum. This equates to ~7µM in the liquid phase, assuming a dynamic equilibrium consistent with Henry’s 
Law (KH(37OC) = 34 mol kg
-1
 bar
-1
 [151]). Given that between pH 7.4 and 8.0, then around 97% of the ammonia 
is present in its ionised form, ammonium (NH4+), according to the acid dissociation constant (pKb=4.74), and so 
the total ammonia and ammonium present in the liquid phase is approximately 230µM. 
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Figure 9. SIFT-MS FS mode spectra (ion counts-per-second, c/s, against mass-to-charge ratio, m/z) of the headspaces 
of 50mL of DMEM supplemented with FBS (10%), antibiotic-antimycotic (1%) and L-glutamine (2mM), obtained 
using (a) H3O+; (b) NO+; and (c) O2+
●
 precursor ions. The precursor and product ions are indicated with open and 
closed bars respectively. 
 
The source of several of these compounds has previously been tied to the presence of foetal bovine 
serum (FBS) in the culture media by a previous SIFT-MS study [41] and, as indicated in Table 10, each of the 
media types used cultured each of the cell types during this study contained 10% (v/v) FBS. Thus further 
analyses of the compounds present in the headspace of the FBS and neat DMEM were conducted, the results of 
which are presented in Table 11.  
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Table 11. The headspace concentrations, given in parts-per-billion by volume (ppbv) of various volatile compounds 
present in samples of neat DMEM (0%), DMEM with 10% v/v FBS, and neat FBS (100%), following a sealed 
incubation period of around 16 hours at 37OC. The analyses were performed using SIFT-MS operated in MIM mode 
using H3O+. 
FBS concentration 
in DMEM (v/v) 
Headspace concentration (ppbv) 
Methanol AA Ethanol Propanol Acetone 
0% 280 131 124  5  21  
10% 255 172 358  43  453  
100% 90 467 2051 341  4144  
The data indicate that ethanol and acetone largely originate from the FBS, given that their 
concentrations in the 100% FBS are measured to be approximately 10 times greater than those in the 10% 
samples. However, the acetaldehyde (AA) concentration is increased by only about 3 times in the 100% FBS, 
relative to the 10%, indicating that the serum is not the sole source, but does contribute to the acetaldehyde 
concentration of the complete DMEM medium. These results are consistent with the data published in 2009 [41]. 
The data additionally indicate that propanol also originates from the FBS, and that methanol is actually present 
in higher concentrations in DMEM and is diluted by the addition of FBS. FS mode analyses of the headspaces of 
the other supplementary cell culture media components, L-glutamine and antibiotic-antimycotic, also revealed 
elevated levels of ethanol: approximately 2000 ppbv in both cases. However, considering that these components 
constituted only 1% of the complete media volumes, the contributions to the headspace ethanol concentrations 
were only around 20 ppbv, which is 5% of the ethanol level when FBS is present at the usual 10% v/v level. 
An additional experiment was performed in order to further understand the origins of these common 
volatile compounds, particularly the AA, which did not clearly originate from the DMEM or FBS. In this case, 
samples of distilled water, glucose solution, neat DMEM (0%), DMEM with 10% v/v FBS, and neat FBS 
(100%), were incubated at 37
O
C or 70
O
C for the 16-hour period. The samples were all then returned to 37
O
C 
immediately prior to the SIFT-MS headspace analyses, which were performed using the MIM mode, with H3O+ 
employed as the precursor ions. The results of these analyses are presented in Table 12. 
Table 12. The headspace concentrations, given in parts-per-billion by volume (ppbv) of various volatile compounds 
present in samples of distilled water (dH2O), a 1 g/L glucose solution in water, neat DMEM (0%), DMEM with 10% 
v/v FBS, and neat FBS (100%), following a sealed incubation period of around 16 hours. Separate samples were 
incubated at either 37 OC or 70OC, as indicated, but all were held at 37OC during headspace analyses, which were 
performed using SIFT-MS operated in MIM mode using H3O+ precursor ions. The DMEM and FBS samples analysed 
in these experiments originate from batches different from those that were analysed in [41]. 
Sample 
Headspace concentration (ppbv) 
Methanol AA Ethanol Acetone 
37OC 70OC 37OC 70OC 37OC 70OC 37OC 70OC 
dH2O 41 50 11  19  40  50  31  23  
Glucose (1g/L) 50 49  10  60  60  48  19  32  
DMEM 261 268  70  1081  126  167  14  31  
DMEM, 10% FBS 227  266  95  415  219  222  162  80  
FBS 100  170  167  643  807  904  1670  1853  
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The lower concentrations of AA, ethanol and acetone measured in the FBS samples that were incubated 
for 37
O
C for the 16-hour period prior to analysis, compared to those presented in Table 11, are surely due to 
biological variability between the different batches of FBS, which originate from different animals. However, the 
key findings that these compounds originate largely from the FBS, and that the methanol originates largely from 
the DMEM, were substantiated. 
Incubating at 70
O
C had little effect on the concentrations of methanol, ethanol and acetone in any of the 
samples, indicating that these compounds are not formed from the breakdown of glucose nor other compounds 
present in the DMEM or FBS. Evidently, these compounds are either present due to contamination from air at 
some point during their processing, or are naturally present in the FBS when it is extracted. The major finding 
from this brief study was that AA was clearly increased by more than ten times in the DMEM and five times in 
the FBS headspace following overnight incubation at 70
O
C. The DMEM contained glucose at a concentration of 
1g/L, and yet a similar increase was not observed in the glucose-water solution, which suggests that simple 
breakdown of glucose was not responsible for the increased concentrations of acetaldehyde. The AA formation 
must therefore be caused by breakdown of other compounds present in the DMEM and FBS, or by their 
interaction with glucose. In any case, the results of these two experiments suggest that low levels of AA, as well 
as ethanol, acetone and propanol will always be present in the headspace of cell cultures when FBS is present in 
the media. 
4.2.2. Interpretation of SIFT-MS mass spectra derived from the headspace of static cells cultures 
In all of the experiments described in this section, the cells were initially cultured in tissue culture flasks, 
suspended in 50mL of their respective media and transferred to 150mL glass bottles, prior to their analysis using 
SIFT-MS (see the Materials and Methods section). Example FS mass spectra showing the analysis of the 
medium alone and medium containing 1(10
8
) hMSCs are given in Figure 10. 
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Figure 10. SIFT-MS mass spectra (ion counts-per-second, c/s, against mass-to-charge ratio, m/z) obtained using the 
H3O
+ precursor ion showing the headspace of glass bottles containing (a) DMEM medium (10% FBS, 1% antibiotic-
antimycotic, 2mM L-glutamine) alone (repeated from Figure 9a for comparison); and (b) the same medium 
containing 1(108) human mesenchymal stem cells (hMSCs) following 16-hours incubation at 37OC. Each of the 
labelled compounds are present in both spectra, but are indicated in separate spectra for clarity. 
 
† The listed ions and labelled peaks are known to be formed from propanol, but quantitative analysis is usually 
achieved using only the ion at m/z 43, due to the potential for overlaps with the isobaric product ions formed from 
other volatile compounds, such as acetic acid or methyl formate [134] 
‡ the contribution of CO2 to the peak shown at m/z 63 is only a small fraction of the total peak height due to the 
presence of AA in the sample, and the fact that the H3O
+CO2 ion is formed via slow 3-body association reactions (see 
Chapter 3 and [108, 144]) 
As mentioned above, various compounds are easily identifiable in the medium headspace (see previous 
section). However, the concentrations of the majority of these compounds are seemingly unchanged in the 
headspace following incubation with 1(10
8
) hMSCs (see Figure 10b). The two most notable exceptions, 
however, are carbon dioxide, which is produced by the cells, as one might expect, and AA, which is depleted 
from the culture headspace. The causes of this AA-depletion are explored further in the next chapter. The 
product ions formed from CO2 and AA are highlighted in red in the spectra presented in Figure 10 and, as is 
shown, they form product ions which overlap at m/z 63 (H3O+CO2 and C2H5O+H2O). Clearly, this could create a 
problem in the quantification of both compounds, but the results of previous experiments  have made it possible 
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to perform such analyses such as those in Chapter 3 and [108, 144]. Another major point to be derived from the 
mass spectra is that there are clearly numerous product ion signals which cannot readily be assigned to an 
analyte compound without further investigation. Indeed, as mentioned in the previous section, the presence of 
hexanal in the DMEM headspace could only be ascertained by SPME-GC-MS analyses which were performed 
by the Mass Spectrometry Group at the J. Heyrovský Institute (Prague, Czech Republic). SIFT-MS can also be 
used to measure the concentration of hexanal in culture headspaces [112] was also found to be depleted due to 
the additional presence of hMSCs, and this is somewhat consistent with the concentrations measured in the 
headspaces of the samples analysed in Figure 10. These were around 40 ppbv of hexanal in the DMEM 
headspace and 20 ppbv in the hMSC sample headspace. 
Ultimately, however, it has to be said that the spectra derived from the analyses of the DMEM alone 
and the DMEM containing hMSCs are only clearly distinguishable due to the loss of AA. This unfortunate 
finding was consistently the case for the analyses of samples of DMEM with and without hMSCs. Further 
evidence for this is provided by principal component analysis (PCA), which was performed using software that 
is specific for SIFT-MS datasets, developed by Dryahina & Španěl [154]. Example PCA plots are shown in 
Figure 3. 
Figure 11. Principal component analysis (PCA) plot (principal component 1 against principal component 2) showing 
the analysis of the data obtained from SIFT-MS mass spectra, derived from the headspace analyses of samples of 
DMEM alone, and DMEM containing hMSCs. The PCA analysis is based on the peak heights contained in spectra 
that were obtained using (a) H3O
+ and (b) NO+ precursor ions, over the m/z range of 10-120. 
 
The PCA data presented in Figure 11 is based on the peak heights (count rates) of each of the peaks 
present in SIFT-MS mass spectra (m/z range: 10-120) derived from analyses of the headspace of sealed vessels 
containing DMEM medium alone or the medium with hMSCs. No clear separation between the two populations 
is observed in either H3O+ or NO+ spectra, but it should be noted that the sample numbers (N) were low. 
-10
-8
-6
-4
-2
0
2
4
6
8
10
-10 -5 0 5 10
P
C
2
 
PC1 
DMEM (N=13)
hMSCs (N=18)
-10
-8
-6
-4
-2
0
2
4
6
8
10
-10 -5 0 5 10
P
C
2
 
PC1 
DMEM (N=9)
hMSC (N=12)
(b) NO+ (a) H3O+ 
- 64 - 
 
 
 
Performing simple T-tests on the same data revealed that the count rates were significantly different (p<0.05) 
between the medium and hMSCs samples at eight m/z values, of which the three most significant are known to 
be associated with AA and/or CO2 (m/z 45, 63 and 81; see Chapter 3 and [108, 144]), and one has an m/z value 
of 99, which indicates the compound could be the third hydrate of protonated AA. The remaining four m/z values 
may relate to product ions formed from other volatile compounds that are either produced or consumed by the 
cells, but the mean ion count rates (c/s) for most are approaching 1 c/s. This is considered to be equivalent to 0.1 
ppbv for compounds that react with H3O+ at the typical rate (k) of 3(10
-9
) cm
3
 s
-1
 [36], which is below the limit 
of detection for most VOCs when analysed by SIFT-MS. 
4.2.3. Quantification of VOCs present in the headspace of static cell cultures 
While is possible to measure the concentrations of volatile compounds using the count rates present in SIFT-MS 
FS mode mass spectra such as in Figure 10, the use of the MIM mode for this process is more accurate due to the 
extra dwell time of the downstream mass spectrometer on the product ions [35, 36]. In order to progress the work 
presented in the previous section, the increased accuracy of the MIM mode was exploited in order to accurately 
quantify the concentrations of methanol, AA, carbon dioxide, ethanol and acetone in the headspaces of the seven 
different cell types shown in Table 10 (section 4.1.1.) when cultured inside sealed glass bottles. The results of 
these analyses are shown in Table 13. 
As shown in the mass spectra in Figure 10, the headspace concentrations of methanol, ethanol and 
acetone are not obviously affected by the presence of any of the cell types, with the possible exception of the 
NCI-H292 lung epithelial cells, for which the headspace ethanol concentrations appear to increase proportionally 
with cell number. This ethanol increase could simply be due to contamination during sample preparation, as the 
original cell suspension is diluted in fresh media in order to produce the correct cell numbers for each sample, 
but given that the possibility of ethanol production by human cells has been hypothesised [155], and that this 
trend is not so apparent in the other human cell types and so may be worthy of further investigation. The carbon 
dioxide concentrations were seen to increase with cell number in all cell types, albeit by varying amounts. The 
extent of the CO2 increase could be related to the proliferative state of the cells, which may vary by cell type or 
the condition of the cells (cell cycle) immediately before they were transferred to the glass bottles.  
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Table 13. Single SIFT-MS measurements of the concentrations of methanol, acetaldehyde (AA), carbon dioxide, 
ethanol and acetone, given in parts-per-billion by volume (ppbv), in the headspaces of varying numbers of six different 
human cell types and one embryonic chick femur cell, ECFC, type. All analyses were performed by operating SIFT-
MS in MIM mode, employing H3O+ as precursor ions. Details of these cells can be found in Table 10. All samples 
contained typical liquid and headspace volumes of 50mL and 100mL respectively, and measurements were performed 
following an overnight (16 hours) incubation period. The water vapour levels were between 3.5 and 4.5% in all 
experiments. 
Cell type 
Cell number 
(x106) 
Headspace concentration (ppbv) 
Methanol AA CO2 (x10
7) Ethanol Acetone 
hMSC 
0 
Not 
measured 
143 0.0 324 578 
5 37 0.5 311 558 
10 14 1.5 350 551 
13 22 1.8 361 595 
0 228 191 0.1 440 217 
30 280 20 0.8 565 260 
0 47 122 0.0 409 496 
100 46 27 1.2 373 431 
hepG2 
0 541 239 0.0 544 508 
38 577 10 0.6 599 624 
huh-7 
0 257 76 0.1 761 416 
50 229 1 0.9 922 401 
80 284 1 1.2 794 472 
100 317 0 1.5 921 557 
HEK 293 
0 56 78 0.1 368 312 
20 53 17 1.3 402 339 
40 56 17 1.4 383 348 
60 64 18 1.8 409 334 
NCI-H292 
0 71 87 0.0 289 323 
10 90 15 2.2 444 341 
20 99 16 3.3 602 338 
T84 
0 168 64 0.4 361 350 
5 146 21 1.9 478 312 
ECFC (chick) 
0 324 204 0.0 434 638 
60 320 9 4.4 565 701 
The AA concentrations were depleted in the headspaces of each of the seven mammalian cell types, 
four of which are cancer cell types (hepG2, huh-7, NCI-H292 and T84; see Table 10) to an apparent baseline 
concentration, which in the case of the huh-7 cells was at sub-ppbv concentrations. This contrasts with the 
previously mentioned SIFT-MS studies of the gas/vapour phase above cultured lung cancer cell lines SK-MES 
and CALU-1, and the non-tumourigenic lung epithelial cell line NL20 [40, 41], all of which produced AA in 
proportion to their cell number under essentially the same experimental conditions. On the other hand a 
telomerase-positive lung fibroblast cell line, 35FL121 Tel+, was found to consume AA similarly to the cell types 
listed in Table 13, consuming AA to an apparent minimum headspace concentration of 50 ppbv [41]. The 
minimum level that is reached over the 16 hour incubation period is likely to be cell type-, number- and culture 
condition-dependent. The cause of this AA depletion from the headspace of cell cultures is explored in Chapter 
5. 
An experiment was also performed to explore the influence of prolonged culture of the cells inside the 
sealed glass bottles on the concentrations of compounds present in the culture headspace. In this case, 25 million 
hMSCs were first suspended in 50mL of DMEM media inside a glass bottle and the headspace was analysed by 
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SIFT-MS in the usual way, as detailed in section 4.1. Following the analysis, the bottle was returned to the 
incubator and held for another 24 hours, before the headspace was analysed again, and then one more time after 
another 24 hours. The results are given in Table 14 
Table 14. Concentrations of several volatile compounds (given in parts-per-billion by volume, ppbv) measured in the 
headspace of samples containing 50mL of complete DMEM medium alone (see Table 10), and medium containing 
approximately 25 million human mesenchymal stem cells, hMSCs. The analyses first took place following the usual 
overnight (~16 hours) incubation period, and then following a further 24 and 48 hours, as indicated.  
Incubation 
period (h) 
Headspace concentration (ppbv) 
Acetaldehyde Carbon dioxide (x 107)
 
Ethanol Acetone 
DMEM hMSCs DMEM hMSCs DMEM hMSCs DMEM hMSCs 
16 168 18 0.45 0.76 392 495 196 235 
40 192 16 0.56 2.07 381 422 208 226 
64 199 16 0.58 2.30 437 521 196 277 
The headspace concentrations derived in the analysis after the initial 16 hour incubation period 
generally agree with the results presented in Table 13, in that ethanol and acetone concentrations in the 
headspace of samples of DMEM alone and cells with media remained essentially equal, while the concentrations 
of CO2 increased and AA decreased. The concentrations of ethanol and acetone remained constant in the 
headspace over the two days that followed (40 and 64 hours total incubation), as did the concentration of AA, 
indicating that the aldehyde was consumed to a minimum level within the first 16 hours. This apparent minimum 
level in the headspace, ~20 ppbv, is approximately equivalent to 140nM by Henry’s Law (KH(37OC) = 7 mol kg
-
1
 bar
-1
 [151, 156]). The decline in the concentration of AA is likely due to the activities of intracellular aldehyde 
dehydrogenase (ALDH) enzymes, which are responsible for the metabolism of aldehydes. The decline and 
apparent stagnation at a minimum concentration can be partially explained by Michaelis-Menton enzyme 
kinetics, which indicate that the activities of the ALDH enzymes will decline when the substrate concentration is 
low [139]. This is explored further in Chapter 5. Also shown by the analyses in Table 14 is that the CO2 
concentration continues to increase when the bottles are incubated for 48 further hours, indicating that the cells 
remain viable in the glass bottles. This trend is confirmed in the next section with a different cell type. 
4.2.4. Effects of overnight incubation on cell viability 
Prior to the 16-hour incubation period, the viability of the cultured cells was routinely checked using the 
Trypan blue exclusion method, and measured at typically 80-90% viability in all experiments. The cell viability 
was also checked following SIFT-MS analyses in many cases, with no significant decline observed. This is 
further illustrated by an additional experiment in which the Cellstain double stain (Sigma, UK) was applied to 
samples of hepG2 cells following their removal from a tissue culture flask. The cells were then examined using 
confocal microscopy, with the live cells stained green and the nuclei of dead cells stained red. Images were 
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obtained from this sample; an example of this is given in Figure 12a, in which 1.5(10
7
) of the remaining cells 
that were removed from the flask were suspended in a 150mL glass bottle and suspended in 15mL of medium 
(see Table 10), following the standard sample preparation method for the analysis of cell culture headspace by 
SIFT-MS (see section 4.1.3. and [40, 41]). Following the 16 hour period, the Cellstain double stain was applied 
to samples of the hepG2 cells and fluorescence microscopy was again applied in order to obtain new images for 
comparison, an example of which is shown in Figure 12b. This method of viability assessment is qualitative, but 
the images do show that the viability of the hepG2 cells was maintained at a similar level following the overnight 
incubation period. 
Figure 12. Microscopy images (10x) showing hepG2 hepatocellular carcinoma cells following application of the 
Cellstain double stain, with live cells stained green and the nuclei of dead cells stained red. The samples were analysed 
(a) prior to and (b) following overnight incubation at 37OC inside sealed glass bottles. The images are adapted from 
[157]. 
 
4.2.5. Spinner flask cell cultures 
A potential problem with the headspace analysis methods described in the previous section, with the cells 
contained inside sealed bottles, is that the cells are transferred from the tissue culture flasks to the glass bottles 
16 hours before the analysis, disturbing their growth. As a result, the proliferation rate of the cells is likely much 
lower than when attached to the surface of the flask, which would surely affect their enzyme expression levels 
[158] and may thereby impact the concentrations of the volatile compounds present in the headspace. Given that 
the main goal of the project was to develop methods of analysing larger scale bioreactor cultures, it was decided 
that the cells should be cultured in small scale spinner flask bioreactors. In order to culture these adherent cell 
types in spinner flasks, it was also necessary to attach them to microcarrier beads. Cytodex-1 surface 
microcarriers were utilised for the culture of the cells (see Materials and Methods section for further details). 
 In order to ensure that the microcarrier beads would not contaminate the cell-containing samples, the 
volatile compounds were analysed in the headspace of the microcarrier beads contained in PBS (2 g/L 
200μm 200μm
(b) (a) 
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concentration) inside sealed glass bottles, following the hydration step (see section 4.1.2.). In one experiment, 
the headspace was analysed following this step, while in another, the beads were washed three times with fresh 
PBS prior to the analysis, as is the normal protocol for microcarrier preparation. The results are shown in the 
Table 15. 
Table 15. Concentrations of methanol, acetaldehyde (AA), ethanol and acetone measured in the headspace of 
Cytodex-1 microcarriers contained in 15mL of PBS at a concentration of 2 g/L. 
  Headspace concentration (ppbv) 
  
Methanol AA Ethanol Acetone 
PBS 76 15 200 24 
Cytodex-1 
unwashed 76 11 241 54,497 
washed 64 12 171 147 
As is shown in Table 15, the only serious contaminant that could be identified was acetone, which was 
emitted by the Cytodex-1 microcarriers. The concentration measured in the unwashed microcarriers is extremely 
high, but the washing steps largely removed this contaminant. Cell cultures containing Cytodex-1 microcarrier 
beads could be expected to contain a falsely high acetone concentration, but only by around 60 ppbv for every 
g/L of microcarriers, which is acceptable, considering that the FBS alone can contribute as much as 700ppbv in 
cultures where microcarriers are not present (see Table 13). The concentrations of other compounds present in 
the headspace of washed and unwashed microcarriers were not elevated above the levels in the PBS alone, and 
therefore pose no complication to the analyses of the vapours emitted by microcarrier-cell cultures. 
During spinner flask culture, the cell numbers were measured every few days, as described in section 
4.1.2.. An example plot of the cell counts for hMSCs cultured in a spinner flask containing 100mL of DMEM 
medium and a microcarrier concentration of 7 g/L is plotted in Figure 13. 
Figure 13. The cell numbers measured over the course of a 24-day spinner flask culture (100mL working volume) of 
hMSCs attached to Cytodex-1 surface microcarriers (7 g/L). 
 
It is seen that the cell numbers increased gradually from a starting cell number of 1.8(10
7
) to a 
maximum of approximately 3.9(10
7
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doubling time of around 20 days. Headspace analyses were performed on day 13, when approximately 3.3(10
7
) 
cells were present, and gave consistent results with those reported in section 4.2.3., where the cells were cultured 
in glass bottles, with concentrations of methanol (270 ppbv), ethanol (750 ppbv) and acetone (800 ppbv) 
consistent between the headspace of samples with hMSCs present and the control sample which did not contain 
cells. The carbon dioxide concentrations were elevated from 0.9% by volume in the control to 1.8% in the 
hMSC-containing spinner flask, and AA was again depleted from 172 ppbv in the control to only 2 ppbv in the 
cell-sample. 
Given that the medium was exchanged immediately before sealing the vessel, 16 hours before the 
headspace analysis, as usual, one might speculate that the particularly low AA concentration measured in the 
cell-containing sample, which is approaching the limit of detection of the SIFT-MS instrument, could be due to a 
heightened proliferative state of the cells, given that they were analysed mid-culture, as opposed to in the 
previously described methods, where their culture is disturbed by their transfer to the glass bottles. Clearly this 
would require further analysis. This point aside, however, the culture of hMSCs on microcarriers induced no 
clear difference to the compounds, or the product ions present in the mass spectra (data not shown), obtained 
from the analysis of the headspace by SIFT-MS. 
4.3. Summary remarks 
The studies presented in this chapter concern the analysis of the headspace of cell cultures by SIFT-MS. As was 
highlighted in the earlier work [41], it is prudent to first analyse the compounds present in the culture media 
alone. The present work confirmed the previous findings that foetal bovine serum (FBS), commonly a 10% v/v 
supplement in DMEM medium, is the major source of the VOCs acetone and ethanol, and does contribute to the 
observed acetaldehyde (AA) concentration observed in media headspace. In addition, it was observed that FBS is 
also the major source of propanol, while larger concentrations of methanol are present in the headspace of the 
DMEM alone, and are diluted by the addition of FBS. The presence of acetaldehyde in the headspace of the 
DMEM alone and FBS samples was explored further, and it was found that heat-treating the samples overnight 
at 70
O
C before returning them to 37
O
C caused the concentrations of AA to increase several times in the 
headspace of both samples. This increase could not be attributed directly to the presence of glucose, however, as 
similar changes were not observed in the headspace of a glucose-water solution. Hence the work presented in 
this chapter has furthered the media studies initiated in the aforementioned previous report [41]. 
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 The compounds present in the headspace of human cell cultures have been analysed by SIFT-MS in this 
chapter using methods that were also pioneered previously [40, 41], in which the culture headspace was sampled 
from glass bottles containing the cells in liquid medium. SIFT-MS mass spectra obtained from the analyses of 
the headspace of cultured cells were compared to those obtained from the medium alone. The clearest difference 
in signal levels occurred at m/z 45 and 81, which relate largely to AA. This was shown to be removed from the 
medium headspace due to the presence of each of the seven cell types analysed via mass spectra analyses and by 
quantitative MIM mode analyses, and is most likely due to the actions of intracellular aldehyde dehydrogenase 
enzymes (ALDH); the activities of which are explored in Chapter 5. This result was also relates to the previously 
mentioned study [41], in which the headspace of three lung cell cultures were analysed by SIFT-MS. In this case 
one of the cell types (a non-cancerous telomerase-positive lung fibroblast) was found to remove AA from the 
medium, while two others, one cancerous the other not, were shown to emit AA in proportion with the cell 
number. 
The product ion at m/z 63, which relates to both AA and carbon dioxide (see Chapter 3), was also found 
to be significantly different in cell culture headspace compared to the medium alone, and indeed CO2 was shown 
to be produced by the cells by quantitative MIM mode analyses. Despite this, the application of principal 
component analysis (PCA) to all of the available mass spectral data relating to the most studied cell type 
(hMSCs) could not distinguish between the data derived from the headspace analyses of the media alone and the 
media with cells. Similar results were also obtained from the analyses of the headspace of spinner flask cultures, 
in which the headspace was analysed non-invasively and without significantly disturbing the cells growth. These 
results are indicative of a lack of available biomarkers in the headspace of the human cell cultures analysed in 
the present study. However, the fact that SIFT-MS mass spectra derived from these headspace samples do not 
show large concentrations of compounds could facilitate the identification of microbial infections. This premise 
is explored later in Chapters 6 and 7. 
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5. Acetaldehyde and dimethyl sulphoxide metabolism by cultured human cells 
5.1. Introduction. 
It was reported in the previous chapter that the concentrations of the toxic volatile organic compound (VOC) 
acetaldehyde (AA) were lowered in the headspace of cultures of six different human cell types, compared to 
those in their respective media, following 16 hours of incubation at 37
O
C. In addition, it has been determined as 
part of this work that some cultured cell types will act on the common cryopreservant and solvent dimethyl 
sulphoxide (DMSO), reducing it to the highly volatile dimethyl sulphide (DMS). These findings are examined in 
the present Chapter. Much of the work presented here has been accepted for publication under the title: “A study 
of enzymatic activity in cell cultures via the analysis of volatile biomarkers” [157]. A copy of this article can be 
found in Appendix A6. 
5.1.1. Aldehyde dehydrogenase (ALDH) and the detoxification of acetaldehyde (AA) by human cells 
In mammals, AA is known to be an intermediate in the ethanol metabolism pathway [139], which is summarised 
in equation (20): 
As is depicted, AA is formed from the oxidation of ethanol via the enzyme alcohol dehydrogenase 
(ADH) and removed (detoxified) by a second oxidation reaction mediated by aldehyde dehydrogenase (ALDH) 
enzymes to produce acetic acid, which exists largely in the form of acetate ions in pH-neutral solutions. The 
coenzyme nicotinamide adenine dinucleotide (NAD+) also participates in both reactions. It should be noted that 
both ADH and ALDH describe families of enzymes that are active for a variety of alcohol and aldehyde 
substrates respectively. ALDH1B1 and ALDH2 isozymes have the greatest affinity for AA in human cells [159, 
160], and these are most abundant in the cells of the liver [159, 161], with the formed acetate ions further 
metabolised in peripheral tissues [162].  
Deficiencies in ALDH activity have been linked to the development of diseases such as Sjögren–
Larsson syndrome [163], pyridoxine-dependent epilepsy [163] and Parkinson’s disease [164]. Some such 
diseases have also been linked more specifically to the formation of AA including alcoholic liver disease [165, 
166], ethanol-induced cancers [163], ischaemic tissue diseases [167] and Alzheimer’s disease [168]. In spite of 
 
(20) 
Ethanol 
C 2 H 6 O 
Acetaldehyde 
C 2 H 4 O 
Acetic acid 
C 2 H 4 O 2 
Alcohol dehydrogenase Aldehyde dehydrogenase 
NAD + NADH NAD + NADH 
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this, disulfiram (DSF; trade-name Antabuse), an ALDH inhibitor, has been utilised in the treatment of 
alcoholism, causing an extended “hangover” effect, and has been proposed for the treatment of cocaine addiction 
[169]. On the other hand, breast [170] and pancreatic [171] cancer stem cells have been characterised by their 
heightened ALDH expression in vitro, which may play a role in drug resistance [172, 173]. Furthermore, the 
aforementioned ALDH inhibitor, DSF, may contribute to future cancer therapies, according to in vitro [174], and 
in vivo [175], studies. 
Analysis of ALDH activity is commonly performed in solutions containing the enzyme, a suitable 
aldehyde substrate and NAD
+
 by using a spectrophotometer to measure the change in absorbance at 340nm, 
caused by the formation of NADH, as the reaction progresses [159, 160]. This technique has been widely used 
for the study of the activities of individual enzymes obtained from cell lysates, but cannot be used for the study 
of the metabolism of live cells and cannot provide direct information on the substrate. More recently a flow 
cytometry-based assay, ALDEFLUOR® (STEMCELL Technologies Inc.), has been developed for isolating so-
called ALDH-bright (ALDH
br
) cells from a mixed population. This technique also utilises an ALDH inhibitor, 
diethylaminobenzaldehyde (DEAB), for control experiments. The system has been used to isolate 
haematopoietic stem cells from bone marrow and peripheral blood based on their high ALDH expression [176]. 
In addition, the technique has been used to identify differences in the ALDH expression levels between several 
lung cancer cell lines, which may be due to the stem cell-like properties of some cancer cells [177]. 
ALDEFLUOR has found utility in the identification and isolation of cell types based on their ALDH expression, 
but it is not designed for the in vitro analysis of ALDH-mediated metabolism or enzyme kinetics. 
 As discussed in Chapter 4, the consumption of AA by six human cell types was detected by headspace 
analysis experiments. In addition, changes in vapour phase AA concentrations have previously been reported for 
at least twelve other cell types. A summary of their findings with respect to AA is given in Table 16, where it 
can be seen that six of these cell types were found to consume AA from the media, similarly to the cell types 
considered in Chapter 4, while six were conversely found to emit AA into the medium, with the effects being 
observed in the gas phase. The causes of these findings are surely related to the reactions that are illustrated by 
equation (20), and some evidence for this is provided by the consistency of the results of one the headspace 
analysis studies in Table 16, in which the BEAS2B cells produced AA and A549 cells consumed AA from their 
respective media [42], with the aforementioned ALDEFLUOR study which showed that the same cell types 
contained very low (0.3%) and very high (94%) ALDH expression levels respectively [177]. The results of these 
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two studies indicate the possibility that the production or consumption of AA by a cell type could be a predictor 
of their ALDH expression levels. This relationship is explored further in the present study using SIFT-MS. 
5.1.2. Methionine sulphoxide reductase A (MsrA) and the reduction of dimethyl sulphoxide (DMSO) 
in human cells 
 Methionine sulphoxide enzymes are believed to be involved in repairing the damage caused by 
oxidative damage, and are found in both prokaryotes and eukaryotes [178]. The sub-type methionine sulphoxide 
A (MsrA) has been shown to act on DMSO, reducing it to DMS in yeast [179, 180] and mammalian [180, 181] 
cell types. Diminished MsrA activities have also been reported in the brains of Alzheimer’s disease patients 
[182], and there is evidence to suggest that the enzyme protects dopaminergic cells from Parkinson’s disease-
related damage [183]. 
 
  
 
 
Table 16. List of cell types whose emitted vapour compounds have previously been analysed using the gas phase analysis techniques SIFT-MS, PTR-MS and GC-MS. The effects of 
these cells on the AA level measured in the headspace relative to their respective medium controls are indicated. 
Cell type Tumourigenicity Cell characteristics AA Method Base medium Reference 
hMSC Primary Non-tumorigenic Bone marrow Connective tissue stem cells 
Decrease 
relative to 
medium level 
SIFT-MS 
DMEM 
Data 
presented in 
Chapter 4 
hepG2 Cell line Carcinoma Liver carcinoma Epithelium DMEM 
Huh-7 Cell line Carcinoma Liver carcinoma Epithelium DMEM 
HEK 293 Cell line Non-tumorigenic Kidney, embryo Epithelium DMEM 
NCI-H292 Cell line Carcinoma 
Lung, mucoepidermoid 
carcinoma cells 
Epithelium RPMI 1640 
T84 Cell line Carcinoma Colonic adenocarcinoma cells Epithelium DMEM: Ham’s F12 
35FL121 Tel+ Cell line Non-tumorigenic Lung fibroblast Connective tissue DMEM [41] 
A-549 Cell line Adenocarcinoma Lung alveolar Epithelium 
PTR-MS 
DMEM 
[42] 
EPLC Cell line Carcinoma Lung Epithelium RPMI 
NCI-H2087 Cell line Adenocarcinoma Lung Epithelium 
GC-MS 
RPMI [44] 
CALU-1 † Cell line Carcinoma Lung epidermoid Epithelium DMEM [184] 
hFBs Primary Non-tumorigenic Fibroblasts Connective tissue DMEM 
[185] 
HBEpC Primary Non-tumorigenic Bronchus Epithelium PromoCell GmbH 
CALU-1 † Cell line Carcinoma Lung epidermoid Epithelium 
Increase 
relative to 
medium level 
SIFT-MS 
DMEM [40, 41] 
SK-MES Cell line Carcinoma Lung squamous Epithelium DMEM [40] 
NL20 Cell line Non-tumorigenic Bronchus Epithelium Hams’ F12 [41] 
BEAS2B Cell line Non-tumorigenic Bronchus Epithelium 
PTR-MS 
RPMI 
[42] 
hTERT-RPE1 Cell line Non-tumorigenic Retina Epithelium DMEM/F12 
HL60 Cell line Leukemic Neutrophilic promyelocyte Blood GC-MS RPMI [186] 
† Note contradicting results. 
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5.2. Experimental procedures 
5.2.1. Theoretical model of AA metabolism 
As mentioned in section 5.1.1., AA is known to be formed from the oxidation of ethanol via the enzyme ADH, 
according to the ethanol metabolism pathway, and removed via ALDH [139]. A theoretical model of this process 
was derived assuming that it follows Michaelis-Menton enzyme kinetics, as described by the following formula 
[139]: 
    
     [ ]
   [ ]
  (21) 
Here v is the rate of the enzyme reaction and [S] is the substrate concentration. The coefficients KM and 
Vmax are the Michaelis-Menton constant and the maximum reaction velocity respectively, which are constant for 
a specific enzyme-mediated reaction. KM is defined as the substrate concentration at 0.5Vmax and is a measure of 
the specificity of an enzyme for a substrate. Values for these coefficients were obtained from the literature and 
are given in Table 17. 
Table 17. Michaelis-Menton constants (KM) and maximum reaction velocities (Vmax) for alcohol dehydrogenase- and 
aldehyde dehydrogenase- (ALDH-) mediated oxidation reactions of ethanol and acetaldehyde respectively. KM values 
are a given as liquid concentrations (M), as presented in the literature, and then converted to gas phase concentrations 
(ppbv), assuming the system is sealed and that Henry’s Law applies. 
Enzyme 
KM Vmax 
Reference 
(M) (ppbv) (mol mg-1 min-1) 
ADH 
1B1 2.3 x10-5 260 1.1 x10-7 
[187] 1C1 1.2 x10-4 1400 6.5 x10-7 
1C2 1.6 x10-4 1800 3.8 x10-7 
ALDH 
1B1 5.5 x10-5 7857 6.7 x10-7 [159] 
2 5.9 x10-7 84 4.5 x10-7 [160] 
A number of other factors must also be considered in order describe the metabolism of AA by cultured 
cells, and to convert the concentration of AA in the liquid phase to a vapour phase concentration. A list of the 
variables that have been used to model the metabolism of AA by a hepatocellular carcinoma cell line (hepG2; 
see section 4.1.1.) and a non-small lung cancer cell line (CALU-1) is given in Table 18.  
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Table 18. List of the variables and starting conditions used to formulate the theoretical model of acetaldehyde (AA) 
consumption/production by hepG2 and CALU-1 cell culture headspaces via the ethanol metabolism pathway. The 
starting gas phase concentration AA for the CALU-1 experiments was obtained from [41] and that for the hepG2 cells 
were derived from averaging the experimental data derived in this study. The starting ethanol concentrations Henry’s 
law coefficients (KH) for ethanol and AA at, obtained from [151, 156], were used to derive the apparent liquid phase 
concentrations at 37OC. 
    hepG2 CALU-1 
Liquid volume (L) 0.015 0.050 
Headspace volume (L) 0.135 0.100 
KH(37
OC) 
(mol kg-1 bar-1) 
Ethanol 88 
AA 7 
Initial ethanol concentrations 
Headspace (ppbv) 500 700 
Liquid (µM) 44 62 
Intial AA concentrations 
Headspace (ppbv) 120 255 
Liquid (µM) 0.84 1.79 
Enzyme molecular weight 
(Da) 
ADH 80,000 
ALDH 216,000 
The starting AA and ethanol concentrations are given as the mean of several SIFT-MS analyses of the 
media headspace. For the hepG2 cells, these measurements were conducted as part of the present study, and for 
the CALU-1 cell line the mean concentration was derived from the six media headspace measurements presented 
in [41]. The kinetics data for the enzyme reactions in Table 17 were combined with the other variables given in 
Table 18 in order to derive a theoretical model of the ethanol metabolism pathway, assuming that only the 
enzymes present in Table 17 participate in the reactions. 
5.2.2. Cell culture and application of ALDH inhibitors 
The hepG2 hepatocellular carcinoma cell line was used for the majority of the experiments in this study, but 
some experiments were also conducted with human bone marrow-derived mesenchymal stem cells (hMSCs). 
The routine culture of these cell types was performed as described previously in Chapter 4 (section 4.1.1.), with 
a culture medium of low glucose (1.0 g/L) DMEM (10% foetal bovine serum (FBS), 1% antibiotic-antimycotic 
and 2mM L-glutamine) used for both cell types. 
The ALDH inhibitors diethylaminobenzaldehyde (DEAB; Sigma, UK) and disulfiram (DSF; Sigma, 
UK) were each dissolved in dimethyl sulphoxide (DMSO) prior to the experiments. DMSO was selected to be 
the common solvent because it has a relatively low vapour pressure (1.8 mbar at 37
O
C), and was therefore not 
expected to interfere significantly with the SIFT-MS analysis. The inhibitor/DMSO solutions were added to the 
DMEM-based culture medium so that the final DMSO concentration in each of the samples was always 0.1% 
v/v (~14,500 µM). It should be noted that the maximum solubility of DSF in DMSO is 20mM, which imposed a 
limit on the maximum concentration of DSF in the cell cultures of 20 µM. The concentration of DSF could have 
been increased by using ethanol as the solvent instead of DMSO, but a concentration of 0.1% v/v ethanol would 
equate to around 200 ppmv in the vapour phase, according to Henry’s Law [151], and this would have seriously 
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interfered with the SIFT-MS experiments, because the ethanol molecules would have completely depleted the 
precursor ions, on which SIFT-MS analyses depend (see Chapter 2 and [188]). Dramatically increasing the 
ethanol concentration would not be desirable in any case due to additional formation of AA, according to the 
ethanol metabolism pathway, as discussed in section 5.1.1.. Solubility restrictions did not impact significantly on 
the DEAB experiments, and concentrations up to 500 µM were used in the cell cultures. 
 In the majority of experiments the cells were removed from their tissue culture flasks using the enzyme 
trypsin about 16 hours before the headspace analysis experiment. The cells were counted using the trypan blue 
exclusion method, and suspended in a known volume of medium containing the DEAB or DSF solutions, 
contained inside 150mL glass bottles. In the hMSC experiments, the cells were pre-treated with the ALDH 
inhibitors for 24 hours prior to their removal and transfer to the glass bottles. In all cases, the headspace was 
purged from the bottles using dry cylinder air before they were finally sealed using metal caps with rubber septa, 
and incubated at 37
O
C for around 16 hours. 
5.2.4. Headspace analysis 
The headspace analyses experiments were performed using SIFT-MS as described in section 4.1.4., with the 
samples held at 37
O
C throughout in a water bath. It is worth mentioning that it was necessary to employ the 
newly-derived kinetics database entries for the quantification of AA in the presence of the heightened DMS 
concentrations that were emitted by the cultures, due to the presence of DMSO in the liquid media. These AA 
measurements were performed using H3O+ precursor ions and a single product ion with a mass-to-charge ratio 
(m/z) of 45, as described in Chapter 3 and [108]. The analysis of DMS was achieved using NO+ precursor ions 
and the product ion at m/z 62 [108, 117]. 
5.2.5. Viability assay 
The affects of the sealed incubation period on the viability of hepG2 cells was assessed in a similar manner to 
that described in section 4.2.4.. Here, cells were cultured to near-confluence using the untreated medium 
described earlier, stained with the Cellstain double stain (Sigma, UK) and observed using confocal microscopy. 
1.5(10
7
) unstained cells were then suspended in 15mL of DMEM medium containing 200µM DEAB or 20µM 
DSF, prepared as described previously, or 0.1% v/v DMSO, as well as an untreated sample with no inhibitors or 
DMSO present. The cell-suspensions were then sealed inside 150mL glass bottles and incubated at 37
O
C for 16 
hours. The suspensions were then removed from the bottles and assessed by the same Cellstain double stain. 
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The affects of the ALDH inhibitors on cell viability were also tested. In this case, hepG2 cells and 
hMSCs were cultured to near-confluence in 96-well plates, and treated with ALDH inhibitors for 16 hours. The 
concentrations ATP were then quantified by the resulting luminescence levels using the ATPLite assay (Perkin-
Elmer, UK) and a Synergy 2 spectrophotometer (BioTek, UK). 
5.3. Results 
5.3.1. AA metabolism by hepG2 cells: theoretical and experimental results  
The effects of varying numbers of hepG2 cells, from 1(10
4
) to 4(10
7
), on the concentrations of AA present in the 
headspace of the culture media were measured using the previously described methods, following 16 hours 
incubation at 37
O
C, without treatment with ALDH inhibitor compounds. The results of these experiments are 
presented in Figure 14a, along with the results of the theoretical model of the AA metabolism (solid line) by 
hepG2 cells according to the ethanol metabolism pathway and conditions described in section 5.2.1.. Over the 
range of cell numbers analysed, the AA concentration reduces rapidly from the starting concentration of around 
120 ppbv, before levelling off at 10 ppbv for around 1(10
6
) cells and asymptotically approaching zero ppbv. It is 
seen that the theoretical line follows the data points closely when the cells each contain 5000 ADH molecules 
and 6000 ALDH molecules. The effects on the metabolism of ethanol are also modelled in Figure 14a, where it 
is predicted that the concentration of ethanol in the headspace falls very slightly from 500 ppbv to around 490 
ppbv even when 1(10
8
) cells are present in the culture. This predicted 10 ppbv decline is well within the 10% 
instrumental error of the SIFT-MS technique [36] and therefore cannot be measured. 
Shown in Figure 14b are the concentrations of AA present in the headspace of CALU-1 cell cultures 
following 16 hours incubation at 37
O
C, as measured by SIFT-MS in the study published in 2009 [41]. It is shown 
that the production of AA by these cells can be modelled using the same formulae as in Figure 14a, by changing 
the numbers of ADH and ALDH molecules per cell to 1500 and 0 respectively. In addition, the concentration of 
ethanol in the headspace is seen to decline very slightly from around 700 ppbv (as measured in the headspace of 
the media controls in this study [41]) to around 680 ppbv. 
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Figure 14. Plot showing the concentrations of AA, in parts-per-billion by volume (ppbv) measured in the headspace of 
(a) varying numbers of hepG2 cells in 15mL DMEM media and (b) CALU-1 cultures in 50mL of media in a study 
published prior to the start of the present project [41], following 16 hours incubation at 37OC. In both cases, the open 
circles indicate AA concentrations derived from SIFT-MS analyses while the solid lines represent the concentrations 
of AA predicted by a model based on Michaelis-Menton enzyme kinetics. In addition, the predicted concentrations of 
ethanol in the vapour phase are plotted using dashed lines (plotted on a different y-axis in (a)). The model assumes 
that the hepG2 cells each contain 6000 molecules of ALDH and 5000 molecules of ADH, and the CALU-1 cells each 
contain no ALDH and 1500 molecules of ADH. Note the logarithmic scale on the x-axis. Other assumptions and 
important values are listed in Table 2 and Table 3. 
 
 
 
The ability to model both the consumption and production of AA in the headspace of these cultures 
using simple Michaelis-Menton enzyme kinetics supports the hypothesis that the ethanol metabolism pathway is 
the primary cause of these effects, which have been observed previously in at least eight headspace analysis 
studies to date (see Table 16). The results of the theoretical model also explain why changes in the 
concentrations of headspace ethanol have not been reported. The small decline in headspace ethanol, compared 
to the AA, is due in part to the different KM values of the relevant enzymes (ALDH2 being effective at substrate 
concentrations 3 times lower than that of ADH1B1 according to their KM values; see Table 17) as well as the 
differences in Henry’s Law coefficients, which indicate that the AA will be lost from the headspace >12 times 
faster than ethanol. 
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5.3.2. Neat AA added to hepG2 cell cultures 
An experiment was conducted in order to test the effects of the starting AA concentration on the rate of 
consumption of AA by hepG2 cells. Here, three different volumes of neat AA were added three 50mL media 
samples to be used as controls, and three which were used to suspend 2(10
7
) cells in the 150mL glass bottles. 
The headspace of the media alone and the cell cultures were then analysed using SIFT-MS following the 
standard 16 hour incubation period. The cells were then returned to the incubator, and analysed again following 
another 24 hours. The AA measurements derived from these analyses are shown in Table 19.  
Table 19. The concentrations of AA, given in ppbv, measured in the headspace of hepG2 cells which initially contained 
varying quantities of AA. The initial AA concentrations are the values measured above the media alone, following the 
same incubation period as the cells, and the final concentrations are those measured when 2(107) cells were 
additionally present. The decline in AA concentration measured in the headspace was then used to calculate the rate 
of AA consumption per cell by applying the Henry’s Law coefficient at 37OC [151]. 
Initial AA 
concentration 
(ppbv) 
Final AA concentration (ppbv) 
Rate of consumption 
(x105 molecules cell-1 s-1) 
       
       
 
16 hours 40 hours 16 hours 40 hours 
73 12 10 7 3 2.3 
538 147 24 44 23 1.9 
1366 181 27 132 60 2.2 
 At the lowest starting AA concentration (with no neat AA added to the media), the final concentration 
was depleted to around 10 ppbv, which is in agreement with the data presented in Figure 14a. When further AA 
is added to the culture, however, the cells were unable to remove the VOC to the same degree. In fact, following 
an additional 24 hours of incubation, the AA was still not depleted to this expected 10 ppbv level. The data given 
in Table 19 also indicate that the AA consumption rate is dependent on the starting concentration of AA, as in 
each case the rate of consumption during the first 16 hours of incubation is approximately double that of the 
following 24 hours. It is also worthy of note that the calculated rates of AA consumption were approximately 
equivalent to the AA production rates measured in the previously mentioned study of the lung cancer cell line 
CALU-1 [41]. 
5.3.3. Analysis of the culture medium headspace 
Before commencing the ALDH inhibition experiments with cell cultures, it was first necessary to analyse the 
headspace of the culture media alone in order to establish the background concentrations of the common volatile 
compounds. Ethanol and acetone were previously found to originate largely from FBS in culture media in a 
previous study [41], while methanol was found to originate largely from the base DMEM; these compounds 
were routinely monitored as reference controls. AA, which also originates largely from FBS [41], and DMS were 
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also monitored as these are the primary focus of the study. The results of these media analyses are presented in 
Table 20. 
Table 20. Single measurements of the concentrations of several common volatile compounds measured in the 
headspace of samples of non-treated (NT) DMEM medium, as well as medium containing 0.1% v/v DMSO (~14,000 
μM) alone and with dissolved DEAB  (200 μM) and DSF (20 μM). The mean and coefficient of variation (CV) are 
indicated for each compound. 
 Compound 
concentration (M) 
Headspace concentrations (ppbv) 
 
Acetone Methanol Ethanol AA DMS 
NT - 190 248 483 104 13 
DMSO 1.4 x 10
-2 181 242 554 109 33 
DEAB 2.0 x 10
-4 203 259 421 106 12 
DSF 2.0 x 10
-5 173 263 478 104 18 
Mean - 187 253 484 106 29 
CV - 0.07 0.04 0.11 0.02 0.62 
 The results presented in Table 20 indicate that acetone, methanol, ethanol, and importantly, AA and 
DMS are essentially invariant with the addition of DMSO and ALDH inhibitors DEAB and DSF. The CV value 
for the DMS measurements is relatively large, but this is due to the low concentrations of DMS in the headspace, 
which are approaching the limit of detection of the SIFT-MS instrument. 
5.3.4. Inhibition of AA metabolism using DEAB and DSF 
In order to investigate the metabolism of AA, different concentrations of the ALDH inhibitor DEAB were 
applied to the cells the evening prior to the morning of the experiment. Following the standard 16 hour 
incubation period, the headspaces of the cultures were analysed using SIFT-MS, and the results are given in the 
plot in Figure 15a. Here it is seen that when no DEAB is present, the cells consume AA to a few ppbv in the 
headspace, well below the medium concentration (~120 ppbv) as before (see Figure 14a and Table 19), but as the 
DEAB concentration is increased, a general increase in AA is observed in the headspace. However, the rate of 
AA increase slows down at the higher DEAB concentrations, however. 
Headspace AA concentrations were also measured for fixed concentrations of ALDH inhibitors DEAB 
and DSF with varying cell numbers. A mid-range DEAB concentration of 200 was selected to perform the 
DEAB-inhibition experiments, in consideration of the results presented in Figure 15a, and 20 μM DSF was used 
for the DSF experiments. The results of these analyses are shown in the plot in Figure 15b. 
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Figure 15. Plots showing the mean AA concentrations (N=2), given in parts-per-billion by volume (ppbv), measured in 
the headspace of cell cultures against (a) the DEAB concentration in the culture media; and (b) the cell number. In 
(a), each of the samples contained 1.5(107) hepG2 cells, and all of the liquid samples were 15mL in volume. The short-
dashed line in (a) indicates the concentration of AA that was measured in the liquid headspace. In (b) 20 μM DSF 
(closed circles) is used as an inhibitor of ALDH, as well as 200 μM DEAB. In both plots, the long-dashed lines are “eye 
ball” variations, following the experimental points. 
 
It is shown that the DEAB-treated cells did not consume AA in the usual way, as can be seen in Figure 
14a; rather the AA concentration remained relatively constant in the range of 1(10
4
) to 2(10
6
) cells, indicating 
that the AA consumption was prevented due to the inhibition of the ALDH enzymes. At high cell numbers, the 
AA concentrations then began to increase to a maximum of around 650 ppbv when 1(10
7
) cells were present. As 
the cell numbers are increased further to 3(10
7
), the AA concentration declined back to around 350 ppbv. The 
increase in AA could be explained by the blocking of ALDH active sites with the DEAB molecules, 
accompanied by the increasing numbers of ADH enzyme molecules that are present due to the increasing cell 
numbers. Therefore, at the peak AA concentration, seen at 1(10
7
) cells, it could be considered that the ratio of 
ADH molecules to active ALDH molecules (ADH:ALDHactive) has reached a maximum. However, as the cell 
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numbers are increased further, the DEAB concentration is no longer able to inhibit the increased numbers of 
ALDH molecules, so the ADH:ALDHactive ratio declines, thereby causing the AA concentration to fall. 
On the other hand, in the DSF-inhibition experiments, no increase in the AA concentration was 
observed rather the AA decreased very slightly with increasing cell numbers, over the range of 1(10
4
) to 1(10
7
) 
cells. This may be explained by the decreased inhibitor concentration (20 μM) compared to that used in the 
DEAB experiments (200 μM). 
5.3.5. Detection of DMSO reduction by human cells 
The formation of the highly volatile sulphur-compound DMS from cellular action on the common 
cryopreservant and solvent DMSO was observed earlier in the work relating to this thesis (data not shown). An 
example of this is given in Table 21. The data are derived from an experiment in which the vapours released by 
hepG2 cells were analysed after being thawed from liquid nitrogen cryostorage, during which, they are kept in a 
“freeze-medium” consisting of 80% FBS and 20% DMSO, with approximately 2(106) cells-per-vial. In this 
experiment, immediately after thawing, the cells were washed between 0 and 3 times with 15mL of phosphate-
buffered saline (PBS) and transferred to 25mL of DMEM medium in glass bottles. The headspace of each bottle 
was then purged with dry, cylinder air and incubated overnight at 37
O
C as usual. 
Table 21. The concentrations of AA, acetone and DMS, in parts-per billion by volume (ppbv), measured in the 
headspace above samples containing ~2(106) hepG2 cells in 25mL of DMEM medium, following resuscitation from 
liquid nitrogen and varying numbers of post-thaw PBS-washes. The concentrations of these compounds in the 
medium headspace when no cells are present are given in italics. 
Post-thaw washes AA (ppbv) Acetone (ppbv) DMS (ppbv) 
0 8 278 106 
1 7 240 5 
2 9 231 5 
3 5 215 6 
Medium alone 50 245 5 
As shown in Table 21, the concentration of AA was seen to decline from around 50 ppbv in the liquid 
phase to <10 ppbv in all cell-containing samples, indicating that the cells survived the thawing process, and were 
acting as expected (see Figure 14a). A general decrease in acetone concentration is also evident, which is likely 
due to the gradual dilution of FBS, which is known to be the major source of acetone in these cell cultures [41] 
and constitutes 80% of the freeze medium but only 10 % of the normal DMEM medium. When the hepG2 cells 
were not washed post-thaw, the concentration of DMS was seen to increase to around 100 ppbv, due to the 
reduction of DMSO, which is known to be mediated by the enzyme MsrA [180, 181] (see section 5.1.2.). 
However a single wash with PBS prior to transferring the cells to the bottles seemingly removed enough of the 
DMSO to prevent DMS emissions into the vapour phase. 
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5.3.6. Inhibition of DMSO metabolism using ALDH inhibitors 
As DMSO was used as the solvent for the ALDH inhibitors DEAB and DSF, it was expected that DMS would 
be produced by the hepG2 cells, following the overnight incubation, as indicated by section 5.3.5.. Therefore, the 
concentrations of DMS were also routinely measured during the AA analyses presented in section 5.3.4., the 
results of which are given in Figure 16. 
The results presented in Figure 16a were obtained from the same experiment as those presented in 
Figure 15a, earlier. Briefly, each of the samples contained 15mL of medium with 1.5(10
7
) hepG2 cells, with the 
DEAB concentration varied but always dissolved in DMSO to a final concentration of 0.1% v/v. In this case, the 
DMS concentrations were highest when no inhibitor is present (still with 0.1% v/v DMSO), with a maximum 
value of around 2500 ppbv, but dropped by 30% when 25mM DEAB is also present. However, little decline in 
DMS was observed as the DEAB concentration is increased further. 
In Figure 16b, the cell number was varied from 0 to 5(10
6
) cells, while the ALDH inhibitor 
concentrations were maintained at 200 µM DEAB or 20 µM DSF. In addition the concentrations of DMS 
measured when 0.1% v/v DMSO was added to the media but no inhibitors were present. In this case, there is 
little evidence of DMS production at the lower cell numbers, from 1(10
4
) to 2(10
5
), but then a general increase 
was seen to occur as the cell numbers increased towards 5(10
6
). When 200 µM DEAB was additionally present, 
no clear increase in DMS was observed below 2(10
6
), but the level was elevated from around 20 ppbv to 200 
ppbv in the 5(10
6
) cells sample. Samples containing cell numbers from 5(10
6
) to 3(10
7
), treated with 0.1% v/v 
DMSO and 200 µM DEAB were additionally analysed, with the results shown in Figure 16c. At these higher cell 
numbers, the DMS concentrations actually increased with cell number in a linear fashion in both cases. 
However, the slope of the line appears to decrease by around 30% when DEAB is present, compared to the 
DMSO alone samples.  
The addition of 20 µM DSF to the cultures seemingly prevented any production of DMS in cultures 
containing between 1(10
4
) and 5(10
6
) hepG2 cells, as shown in Figure 16b. 
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Figure 16. Plots showing the mean DMS concentrations (N=2), given in parts-per-billion by volume (ppbv), measured 
in the headspace of hepG2 cell cultures against (a) the DEAB concentration in the culture media; and ((b) & (c)) the 
cell number. Note the changes in scales on the x-axes. 
 
5.3.7. Headspace analysis of hMSC cultures treated with ALDH inhibitor compounds. 
Similar experiments to those performed with the hepG2 cell line, presented in the previous sections, were also 
performed with hMSC cultures. In this case, however, the cells were pre-treated by applying the inhibitor 
compounds (DEAB and DSF) for 24 hours during routine culture in tissue culture flasks, prior to their transfer to 
the 150mL glass bottles. These samples each contained typically 5(10
6
) cells. The media used to suspend the 
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cells in the bottles contained the same inhibitor compounds as in the pre-treatment. The results of the subsequent 
SIFT-MS headspace analysis experiments, performed following a total of 40 hours of inhibitor treatment, are 
presented in Table 22. 
Table 22. Concentrations of AA and DMS, given in parts-per-billion by volume (ppbv), measured in the headspace 
above typically 5(106) hMSCs in 10mL of medium containing the ALDH inhibitor compounds DEAB and DSF. In this 
case the cells were pre-treated with the inhibitors for 24 prior to their transfer to the glass bottles which were 
incubated for a further 16 hours whilst sealed. Also shown are the concentrations of AA and DMS measured in the 
headspace of samples of non-treated (NT) cells and samples containing 0.1 v/v (~14,000 µM) DMSO solvent, without 
inhibitor compounds. The concentrations of AA and DMS measured in the medium alone, without cells were 89±37 
and 6±4 ppbv respectively. 
Sample 
Compound 
concentration 
(µM) 
AA (ppbv) DMS (ppbv) 
NT - 1 9 11 3 
DMSO 14,000 6 12 3016 963 
DEAB 
100 83 171 2269 1756 
200 76 162 2050 1524 
500 120 205 585 934 
DSF 
10 44 7 29 1067 
20 10 4 878 927 
 In these experiments, the non-treated (NT) and DMSO-containing samples behaved as expected, with 
both consuming AA (see Figure 14a) and DMS produced in the DMSO sample. However, only DEAB 
effectively inhibited the consumption of AA by these cells under these conditions, while DMS production also 
appeared to be inhibited, particularly at the higher DEAB concentration of 500µM. DSF, on the other hand, had 
little or no effect on the consumption of AA, but did appear to inhibit the DMS production from DMSO. Again, 
the unavoidably lower concentration of DSF, relative to the DEAB experiments, may have contributed to the 
decreased inhibitory effects. 
5.3.8. Assessment of cell viability in hepG2 and hMSC cultures 
The potential effects of the overnight incubation in the sealed bottle on the viability of the hepG2 were observed 
using Cellstain double staining. The resulting images are shown in Figure 17a-d. The images indicate that the 
method of incubating the cells, whilst sealed for a period of 16 hours, with and without the presence of DEAB or 
DSF, caused little or no decline in the viability of the hepG2 cells cultured. 
The effects of treating the cells with the ALDH inhibitors on the viabilities of hepG2 and hMSC cells 
were also assessed under more standard conditions, with the cells attached to 6-well plates, by their production 
of ATP, using the ATPLite assay. The resulting luminescence measurements, shown in Figure 17e-f, also 
indicate that that the inhibitors had no clear affect on the viability of either cell type. It should be noted, however, 
that we have not thoroughly investigated the affects of this protocol of analysis on the condition of the cells, and 
it is surely true that these adherent cell types will initially proliferate at a decreased rate on transfer to suspension 
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culture conditions and will tend to form aggregates, which could affect cell behaviour. The essential point is that 
the cells were all exposed to ostensibly identical conditions, and the inhibitory effects of DEAB and DSF were 
clear. 
Figure 17. Confocal microscopy images of hepG2 cells, following application of the Cellstain double stain, obtained (a) 
prior to and (b-d) following overnight incubation inside sealed glass bottles. The live cells are stained green while the 
nuclei of dead cells are stained red. The cells in (a) and (b) were not treated with ALDH inhibitors, whereas in (c) and 
(d) 200μM DEAB and 20μM DSF were added to the contained medium respectively. The results of ATPLite assays 
conducted on hepG2 (e); and hMSC (f), are also shown. The results were obtained following culture under normal 
conditions (non-treated; NT) or following 16 hours of treatment with 0.1% v/v DMSO, or with ALDH inhibitors: 
DEAB or DSF. The inhibitor concentrations are indicated on the x-axis where appropriate. The data is presented as 
the mean ± standard error (N=8). 
 
  
200μm 200μm 200μm 200μm 
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- 88 - 
 
 
 
5.4. Discussion  
The studies presented in this chapter progressed the work described and discussed in Chapter 4, and provide 
further examples of how SIFT-MS can be used to non-invasively identify and accurately quantify volatile 
compounds present in the vapour phase above immortalised cell lines and primary cell cultures. Here we have 
additionally described a method for studying specific metabolic processes occurring in vitro.  
 Under the standard conditions for SIFT-MS headspace analyses of cell cultures, as described in [41], 
the hepG2 cells, specifically the functional ALDH present within the cells, metabolised AA, which is present in 
DMEM and FBS (see Chapter 4), effectively removing it from the medium This process was also modelled 
using simple Michaelis-Menton enzyme kinetics, indicating the importance of the ethanol metabolism pathway 
(see section 5.1.1.) in the removal of AA. However, when the ALDH enzyme inhibitor DEAB was also present 
in the cell cultures the consumption of AA, as measured in the headspace, was either limited or completely 
prevented, or the concentration of AA was seen to increase, depending on the concentration of DEAB used, or 
the number of hepG2 cells present in the sample. These effects are clearly caused by the inhibition of the ALDH 
enzyme. Also, alcohol dehydrogenase was not inhibited by the DEAB, and therefore continued to metabolise 
ethanol to AA, according to equation (20), and consequently the AA concentration increased in some cases. This 
explains why DEAB appeared to cause the accumulation of AA, as opposed to simply preventing the loss of the 
compound, as was the case for DSF. 
It is shown in Figure 15b that at higher cell numbers, the increase in AA, caused by the presence of 
DEAB, began to decline. This is likely due to the increase in ALDH expression, which naturally accompanies 
the increase in cell numbers, becoming too great for the concentration of the DEAB inhibitor. In essence the AA 
concentration increases initially because the activity of the uninhibited ADH exceeds that of the ALDH, but 
when the cell numbers become too high, the levels of uninhibited ALDH increase, causing the metabolism of 
AA to speed up again, resulting in lower AA concentrations in the headspace. The spread in the AA levels 
measured in each experiment are presumably due to batch-to-batch variations in the cell status (cell cycle), 
which are likely linked to enzyme expression levels [158].  
It is worth mentioning that acetic acid can be quantified by SIFT-MS [134], but because the pH of the 
cell culture media is typically 7.5, any acetic acid that is formed will exist largely as non-volatile acetate ions. 
However, several biogenic molecular species, including methanol, ethanol, acetone and AA were observed in the 
headspace of the DMEM medium used exclusively for these studies. AA, acetone and ethanol were previously 
reported to originate largely in the FBS in [41] and in Chapter 4. 
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Reduction of DMSO to DMS by the hepG2 cells was observed, a processes that is apparently also 
inhibited by the presence of DEAB and DSF in the hepG2 cell cultures. To the authors’ knowledge this finding 
has not been reported previously. It has been reported that DMSO can be reduced by the actions of the enzyme 
methionine sulphoxide reductase A (MsrA) [178, 180, 181] (see section 5.1.2.). It is possible that DEAB and 
DSF directly inhibit the actions of the cellular MsrA, for example by interacting with the cysteine residues of the 
enzyme active site [189]. Alternatively, the inhibitors could have indirectly affected the activity of this enzyme 
by causing aldehyde concentrations to increase in the media, although no linear relation is evident from the plots 
in Figure 15b and 16b. However, to the authors’ knowledge, the possibility of a link between ALDH/AA and 
MsrA function/activity levels has not been reported in the literature. This may have implications for the use of 
DSF (Antabuse) for the treatment of alcohol and cocaine addictions, mentioned previously in the Introduction 
[169]. Also, given that both MsrA and ALDH have been linked to the development of both Parkinson’s [164] 
and Alzheimer’s [168] diseases, these findings may be significant in the pathology of these diseases 
The results presented in this chapter indicate that SIFT-MS headspace analyses of volatile compounds 
may be useful for the targeted analysis of metabolic processes in cultured cells. The scope of this technique is 
not limited to the study of AA metabolism by ALDH, as is demonstrated by the finding that the cell-types 
studied both reduced DMSO to DMS. Provided that the substrates and/or products of enzymatic reactions are 
volatile, these techniques could certainly be applied for the analysis of metabolic processes in hepG2 and other 
cells types, including microbial and animal cells. 
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6. Headspace analyses of Escherichia coli cell cultures 
The work presented in this chapter relates largely to the published study of the compounds emitted by cultures of 
the bacterium Escherichia coli, strain JM109, entitled: “Time-resolved selected ion flow tube mass spectrometric 
quantification of the volatile compounds generated by E. coli JM109 cultured in two different media” [190]. A 
copy of the journal article is given in Appendix A7. A review of some earlier studies of vapours emitted by 
cultured bacterial cells is given in the Introduction (section 1.3.3.). 
6.1. Experimental 
6.1.1. Culture of E. coli cells and preparation for SIFT-MS headspace analyses 
E. coli strain JM109 cells are commonly used in genetic transformation experiments for the production of 
plasmid DNA or recombinant proteins [191, 192]. In the present study, the cells (purchased from Stratagene, 
now Agilent) were initially cultured for around 16 hours at 37
O
C in a lysogeny broth medium (LB; Sigma, UK), 
which contains no glucose, using a shaker flask system. The culture was open to the atmosphere during this 
period, to allow gas exchange. Following the culture period, the cells grew to a high density, the extent of which 
could be estimated by taking optical density measurements at a wavelength of 600nm. This was found to be 
approximately 1.5-2.0(10
9
) cells-per-mL. 
 In order to prepare cell cultures for SIFT-MS headspace analyses, a 1mL sample of the high density 
culture of E. coli in LB was added to 24mL of fresh media, either Dulbecco’s modified Eagle’s medium 
(DMEM) supplemented with 10% v/v foetal bovine serum (FBS) and 2mM L-glutamine or fresh LB, inside a 
150mL glass bottle. The headspace of the bottle was then purged with dry cylinder air and the vessel was sealed 
by a rubber septum and incubated for a further 16 hours at 37
O
C. Following this incubation period, the increase 
in cell number could be checked visually by the change in opacity or by the colour change to yellow in the 
DMEM medium, due to the presence of phenol red indicator and the increased acidity of the sample. 
LB is a commonly used medium for the culture of E. coli and other bacteria. There are several 
formulations of LB, which are generally composed of nitrogenous tryptone peptides formed from the digestion 
of casein by the enzyme trypsin, vitamins, trace elements and sodium chloride. On the other hand, DMEM is 
commonly used in mammalian cell cultures, including many of the human cell cultures examined in Chapters 4 
and 5. The high glucose variant (4.5 g/L) was used in this study, and it also contains several inorganic salts, 
- 91 - 
 
 
 
amino acids and vitamins, while sodium pyruvate is also present as an additional energy source. The importance 
of the differing compositions of these two culture media will become clear in the Results section.  
In previous SIFT-MS studies of cultured human cells, such as those presented in Chapters 4 and 5, and 
in those reported in the literature [40, 41, 157], the loss of oxygen from the sealed system was considered to be 
insufficient to cause the culture conditions to transition from aerobic to anaerobic, and this is evidenced by the 
subsequent viability assessments, which never showed any significant increases in cell death [40, 41, 157]. 
However, even the highly proliferative lung tumour cells of the SK-MES cell line (used in [40]) have doubling 
times of 20 hours [193], whereas bacterial cells, such as E. coli, can grow according to doubling times of around 
20 minutes under optimal conditions [194]. The initial oxygen consumption rate of the 1.5(10
9
) E. coli cells that 
are added to the 25mL of media in the glass bottles is estimated to be of the order of 1 μmol of O2 per hour 
(based on a value derived from [195]). Considering the rapid growth of these cells, it is highly possible that the 
oxygen present in the system (liquid phase and headspace) would be depleted in <10 hours, which would cause 
the cells to alter their metabolism in order to continue to survive in these hypoxic conditions. Consequently, it is 
highly likely that different volatile compounds would be emitted into the gas phase than in a situation in which 
the cells were open to the atmosphere.  
6.1.2. Headspace analysis 
The headspace analyses of the sealed glass bottles were performed using SIFT-MS (see Chapter 2) in essentially 
the same manner as described in section 4.1.4. and in [40, 41], with a hypodermic needle used to pierce the 
septum of the bottle cap, allowing the sample to flow directly into the flow tube of the SIFT-MS instrument. The 
samples were held at 37
O
C throughout using a water bath or an incubator. In one experiment, the compounds 
emitted from a bottle with the culture open to the atmosphere were analysed by holding the hypodermic needle 
in place above the culture positioned inside the incubator. 
 In order to identify the compounds present in the vapour phase above the bacterial cell cultures the 
SIFT-MS instrument was operated in the FS mode to derive mass spectra using each of the precursor ions. 
Compounds could then be identified by the characteristic product ions. The instrument could then be operated in 
MIM mode, in which the appropriate primary precursor ion and its hydrates, and the characteristic primary 
product ions of particular volatile compounds, and their hydrates (given in Table 23), are selectively monitored, 
thereby providing a more accurate quantitative analyses than can be achieve by the FS mode of data acquisition 
(see Chapter 2, section 2.1.3.).  
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Table 23. List of the precursor ions and the primary product ions together with their mass-to-charge ratio (m/z) and 
those of their hydrates, as used for the compound analyses reported in this chapter. The importance of the selection of 
the precursor for the analysis of each compound is highlighted by the two studies of isobaric compound and isobaric 
product ions, as given in Chapter 3. Noted in parentheses in the right column are the m/z values of the 34S isotopologue 
ions, which constitute about 4.2% of the total signal for a particular compound per sulphur atom. 
Compound 
Precursor ions 
[m/z] 
Primary 
product ion 
m/z 
Water vapour 
H3O+(H2O)0,1,2,3 
[19, 37, 55, 73] 
H3O+(H2O) 37, 55, 73 
Ammonia NH4+ 18, 36, 54 
Methanol CH5O+ 33, 51, 69 
Hydrogen sulphide H3S+ 35 
Acetaldehyde C2H5O+ 45, 63, 81 
Ethanol C2H7O+ 47, 65, 83 
Methanethiol CH5S+ 49, 67, 85 
Acetone C3H7O+ 59, 77, 95 
Propanol C3H7+ 43 
Dimethyl disulphide C2H7S2+ 95 (97) 
Acetone 
NO+(H2O)0,1,2 
[30, 48, 66] 
NO+C3H6O 88 
Acetic acid NO+C2H4O2 90, 108 
Butanone NO+C4H8O 102 
Dimethyl disulphide C2H6S2+ 94 (96) 
Ammonia O2+ 
[32] 
NH3+ 17, 35 
Dimethyl disulphide C2H6S2+ 94 (96) 
6.2. Results 
6.2.1. E. coli cultured in lysogeny broth  
In order to identify the compounds emitted by the E. coli cultures, it was first necessary to analyse the headspace 
of the medium under the same conditions (incubated at 37
O
C overnight), and this was done in each experiment. 
Thus, mass spectra were derived by running the SIFT-MS instrument in FS mode for three consecutive 20s 
scans. Following this, spectra were obtained for the media containing the E. coli cells for comparison. Example 
mass spectra obtained using H3O+ primary precursor ions are given in Figure 18a and 18b for the LB medium 
and an E. coli culture respectively. 
 As is usually the case in H3O+ spectra, the major peaks in those present in Figure 18 are the hydronium 
ion and its hydrates at the m/z values of 19, 37, 55, 73 and 91; the relative count rates of which provide a 
measure of the sample humidity [133], which is typically around 5% in each of the samples. The smaller peaks 
relate to the trace gas compounds in the sample headspace which, in the LB sample (Figure 18a) include 
(concentrations in parentheses) ammonia (400 ppbv), methanol (350 ppbv), acetaldehyde (600 ppbv), ethanol 
(300 ppbv) and acetone (340 ppbv). On the other hand, some relatively large peaks are present in the spectrum 
derived from the headspace of the E. coli culture (Figure 18b) at the m/z values 18, 36 and 54, which are due to 
the production of NH4+ and its hydrates from ammonia (50,000 ppbv). Smaller peaks are also present at m/z 49 
and 67 (methanethiol), and 95 and 97 (due to 
32
S and 
34
S isotopologues of dimethyl disulphide, (CH3)2S2). The 
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relative abundances of the 
32
S and 
34
S isotopologue ions can serve as an aid in the identification of sulphur-
containing compounds present in the mass spectra. Each 
34
S-containing ion should account for around 4.2% of 
the combined count rates of both ions, and the example analysis shown in Figure 18 shows this to be the case for 
the assigned dimethyl sulphide product ions at m/z 95 and 97. 
It is important to note that the detection of dimethyl disulphide using H3O+ precursor ions, can be 
confused by the presence of acetone, because an overlap occurs with the second hydrate of protonated acetone 
(CH3COCH3H+(H2O)2) that also appears at m/z 95. Fortunately, this overlap can be avoided by using NO+ or O2+ 
precursor ions to analyse dimethyl disulphide that produce characteristic product ions at m/z values of 94 and 96 
(see Table 23).  
Figure 18. SIFT-MS spectra (ion counts–per-second, c/s, against mass-to-charge ratio, m/z) obtained using H3O+ 
precursor ions for the analysis of the headspace of (a) 25mL of LB culture medium and (b) a highly concentrated 
suspension of E. coli in LB following overnight incubation at 37OC. Only the major compounds are indicated. 
Dimethyl disulphide is identified by the abundance ratio of its characteristic isotopologue ions at m/z 95 and 97 (see 
text).  
  
 In a separate experiment, a sample of high density “stock” E. coli was diluted by adding different 
volumes of LB, with the final total volume maintained at 25mL in each case. In this way, the final “stock” E. coli 
concentrations varied from 0% (neat LB) through 20%, 40%, 60%, 80% and 100%. The samples were then 
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incubated whilst sealed in the 150mL glass bottles for 2 hours before the headspace was analysed with the SIFT-
MS instrument operated in MIM mode. The results of these analyses are shown in Table 24. 
Table 24. Concentrations of various compounds (in parts-per-billion by volume, ppbv) as measured by SIFT-MS in 
the headspace above different concentrations of growing cultures of E. coli JM109 in LB. The bacteria were first 
cultured overnight in shaker flasks containing LB, resulting in a highly concentrated “stock” cell suspension. A 
volume of this suspension, indicated in the top row of the table, was then added to bottles containing fresh LB 
medium, so that the final volume was always 25mL. 
Compound 
Primary 
precursor ion 
“Stock” E. coli suspension added (mL) 
0 5 10 15 20 25 
Acetaldehyde 
H3O
+ 
600 170 320 360 110 20 
Ethanol 200 3000 3100 2300 900 70 
Acetone 340 390 400 450 430 400 
Ammonia 
O2
+ 
1700 1400 1300 5200 19,000 50,000 
Dimethyl disulphide 20 30 110 140 60 140 
 The concentration of ammonia in the headspace of the cultures was found to increase rapidly when 
>10mL of “stock” E. coli suspension (40%) was added; ranging from around 1 to 50 parts-per-million by volume 
(ppmv). The headspace concentrations of several other compounds are listed in Table 24. Ethanol was initially 
seen to increase at the lower “stock” E. coli concentrations (0 to 40%), and then decline with increasing “stock” 
concentration. Acetaldehyde was seen to follow a strange pattern, but similarly clearly falling overall with 
increasing “stock” E. coli concentrations. This could provide some insight into the metabolic state of the cells 
and the nutritional value of the remaining media, which was partially depleted in all cases where E. coli was 
present. Finally it is worthy of mention that the acetone concentration remained consistent between samples, 
indicating that acetone does not participate in the metabolism of the cells under these conditions. 
6.2.2. E. coli cultured in high glucose DMEM 
As before, the compounds present in the headspace above the medium alone were first analysed. In this case, this 
medium consisted of high glucose DMEM supplemented with FBS and L-glutamine, as described in section 
6.1.1.. A sample FS mass spectrum obtained from the analysis of this medium is given in Figure 19a. Here it is 
seen that, as before, the major peaks are detected at m/z 19, 37, 55, 73 and 91, due to the hydronium ion and its 
hydrates, while several smaller peaks are detected due to the presence of trace volatile compounds. These 
include (concentrations in parentheses) ammonia (700 ppbv), methanol (250 ppbv), acetaldehyde (150 ppbv), 
ethanol (500 ppbv) and acetone (500 ppbv). As mentioned in previous chapters, acetaldehyde, ethanol and 
acetone have been demonstrated to originate largely from the FBS, while the methanol is present largely in the 
DMEM alone, with no added supplements (see [41] and section 4.2.1.). 
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Figure 19. SIFT-MS mass spectra (ion counts-per-second, c/s, against mass-to-charge ratio, m/z) obtained using H3O
+ 
precursor ions for the analysis of the headspace of (a) 25mL of DMEM supplemented with 10% v/v FBS and 2mM L-
glutamine; and (b) 24mL of the same medium with 1mL of highly concentrated E. coli cells in LB medium following 
overnight incubation at 37OC inside sealed 150mL glass bottles. Also identified are the characteristic product ions of 
the compounds indicated. 
 
 
 
 A second bottle containing 1mL of “stock” E. coli in LB and 24mL of DMEM was also analysed 
following overnight incubation at 37
O
C, with mass spectra derived by operating the SIFT-MS in FS mode. A 
sample mass spectrum for the analysis of this headspace sample is given in Figure 19b, above. In comparison to 
the mass spectrum obtained from the medium alone, (Figure 19a), several relatively intense product ion peaks 
can be easily identified at indicating the presence of ethanol (100 ppmv), as identified by the product ions at m/z 
47, 65 and 83, and acetaldehyde (10 ppmv), present at m/z 45, 63 and 81, are clearly massively enhanced by the 
E. coli cells. The concentrations of these compounds are so high that the proton-bound dimer and, in the case of 
ethanol, proton-bound trimer ions can easily be identified in the mass spectrum [188]. Another major peak is 
present at m/z 35, which is known to be due to the presence of hydrogen sulphide (H2S; 50 ppmv) [127], and a 
second sulphur-compound, methanethiol (CH4S; 1 ppmv), is indicated by the  product ions at m/z 49, 67 and 85 
[80]. 
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 In a separate experiment, different volumes of a concentrated “stock” E. coli suspension (produced via 
the overnight culture of E. coli cells in LB using a spinner flask system) were added to DMEM so that the final 
volume was always 25mL. The refreshed cultures were incubated overnight (~16h) inside sealed 150mL glass 
bottles with septa. The following morning, quantitative MIM mode analyses were performed on the headspace of 
each sample, in order to measure the concentrations of the previously identified volatile metabolites (see Figure 
19). The results of these analyses are presented in Table 25. 
Table 25. Concentrations of various compounds (in parts-per-billion by volume, ppbv) as measured by SIFT-MS in 
the headspace above E. coli cultures in DMEM medium. The volume of concentrated “stock” E. coli suspension (in 
LB) added to the DMEM (final volume 25mL), is indicated in the top row of the table (see text). These E. coli/DMEM 
suspensions were incubated at 37OC without agitation in sealed 150mL glass bottles for around 16 hours prior to the 
analysis.  
Compound 
Primary 
precursor ion 
“Stock” E. coli suspension added (mL) 
0 1 5 
Methanol 
H3O+ 
270 280 300 
Hydrogen sulphide 10 1000 37,000 
Acetaldehyde 150 10,000 16,000 
Ethanol 600 37,000 67,000 
Methanethiol 10 350 1500 
Propanol 50 160 150 
Acetone 
NO+ 
420 380 250 
Dimethyl disulphide 10 500 1000 
Ammonia O2+ 700 700 600 
  
 It is evident in Table 25 that the concentration of the volatile compounds is not simply related to the 
five-fold increase in starting cell numbers. Acetaldehyde and ethanol are likely formed from glucose 
metabolism, and the fact that the increase is much less than five-fold with the increase in starting cell number 
indicates that the glucose was used up depleted from the medium. The hydrogen sulphide concentration is much 
greater than five times larger in the 5mL “stock” sample, which might indicate that H2S is formed from an 
alternative energy source which is consumed as the glucose is used up. There is some evidence to suggest that 
propanol and dimethyl disulphide are produced, but the accuracy of the measurements of these lower-level 
compounds might be diminished by the extremely high concentrations of acetaldehyde and ethanol in the 
headspace. 
6.2.3. Real-time monitoring of E. coli culture growth in DMEM medium 
Having identified the major metabolites emitted into the gas phase by E. coli JM109 cell cultures in DMEM, a 
new experiment was devised to track these emissions in real time. This was performed by producing a culture of 
10mL “stock” E. coli cell suspension added to 15mL of DMEM medium (with FBS and L-glutamine, as before) 
inside a 150mL glass bottle. In this case, the bottle was kept inside an incubator, set to 37
O
C, and open to the 
atmosphere. The opening to the vessel was positioned close to a small hole at the incubator wall, while the 
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hypodermic needle, which is directly coupled to the sampling arm of the SIFT-MS instrument, was held in place, 
a few centimetres inside the neck of the glass bottle. The SIFT-MS was operated in the MIM mode, continuously 
monitoring the concentrations of the previously-identified volatile compounds in real time for around four hours. 
The omission of a septum at the opening to the glass bottle prevented the loss of pressure which would have 
occurred in a sealed system (due to the headspace sampling), and consequently there was a free flow of air into 
the bottle and the emitted trace compounds were able to flow out of the bottle. The loss of emitted volatile 
compounds took place largely by diffusion since the vapour phase above the sample was not agitated. In this 
study, a total of 25 ions (including precursor and product ions) were monitored using the MIM mode, meaning 
that each compound under analysis was sampled every 5 seconds. This allowed the acquisition of about 2700 
data points for each compound, in the approximately 14,000 seconds of observation. Plots resulting from this 
long, continuous scan of the vapour compounds emitted by the E. coli culture are shown in Figure 20. 
 According to the plot shown in Figure 20a the water vapour pressure remained steady at about 5% over 
the course of the 4 hour monitoring period, this being equivalent to a temperature of about 35
O
C. Given that the 
incubator was set to 37
O
C and the bottle was kept open during the analysis, the water vapour measurements 
obtained attest to the instrument stability. Also, in Figure 20b, the methanol concentration is remains closely 
invariant over the 4 hour monitoring period at a concentration of 180 ppbv with a standard deviation of 52 ppbv. 
The origin of this alcohol is the neat DMEM medium as mentioned (see section 4.2.1.), and so E. coli JM109 
cells do not produce methanol when cultured in this medium.  
Interestingly, the volatile compounds that were emitted into the headspace of sealed E. coli cultures (see 
Table 25) were also emitted into the atmosphere under the open conditions of this monitoring experiment. As 
was the case in the sealed culture experiments, ethanol was found to be the most abundant compound present in 
the vapour phase above these open bottles. Its concentration increases initially, reaching a peak value of around 
70 ppmv after 3 hours, when it then begins to fall, again presumably due to the depletion of the glucose in the 
medium (see Figure 20c). The acetaldehyde concentration also increases, reaching its peak value of around 4 
ppmv after 2 hours. It is also noticeable that the reduction in the headspace acetaldehyde concentration is faster 
than for ethanol. This could be explained by the relatively high volatility of acetaldehyde, as is reflected by its 
Henry’s Law coefficient, which is around thirteen times greater than that of ethanol [151, 156]. Notice also that 
the maximum acetaldehyde concentration of 3.5 ppmv is 3-4 times lower than the value that was observed in the 
analysis of the headspace of the sealed bottle culture (see Figure 20d and Table 25), which presumably is also a 
result of its high volatility. 
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Similarly, hydrogen sulphide reached a peak concentration of about 4 ppmv, which is around ten times 
lower than the headspace concentration derived in the previous experiment (see Table 25). This peak value was 
observed to occur earlier than the peaking of acetaldehyde and also declines more quickly (Figure 20e). The 
origin of the H2S could be the sulphur-containing amino acids, viz. L-cysteine (C3H7NO2S) and L-methionine 
(C5H11NO2S) that are present in neat DMEM, but it is also possible that some sulphur-containing proteins are 
present in the FBS. In any case, the results presented in Figure 20f indicate that the sulphur-compounds are 
relatively quickly consumed by the E. coli cells. The maximal concentration reached by the methanethiol is 
about 500 ppbv, which is several times lower than that in the headspace of the sealed bottle (see Figure 20f and 
Table 25). 
The plot in Figure 20g that the emitted acetone concentration was depleted from the vapour phase 
above the E. coli culture. The cause of this depletion is likely evaporative loss from the medium, rather than 
consumption by the cells. This is supported by the fact that the Henry’s law coefficient for acetone at 37OC is 
around 10 times lower than that of methanol, which was seen to be extremely stable over the 4 hour period 
(Figure 20b). In addition, the acetone concentration in the headspace of the sealed cultures was relatively 
consistent between samples (see Table 25). There is an indication that propanol is produced in the cell cultures 
(see Figure 20h and Table 25). The concentration of propanol was evaluated using the m/z 43 product ion only 
[146], avoiding the protonated propanol ion at m/z 61, because of the potential overlap with the protonated ions 
of the isobaric compounds methyl formate and acetic acid [134]. This was necessary particularly because of the 
presence of a small concentration of acetic acid (100 ppbv), as indicated by m/z 90 product ions when NO
+
 was 
used to analyse the headspace [134]. 
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Figure 20. Plots showing the concentrations of water vapour, methanol, ethanol, acetaldehyde, hydrogen sulphide, 
methanethiol, acetone and propanol as they were monitored via real time SIFT-MS analyses above an open E. coli 
JM109 culture in a medium consisting largely of DMEM. The analyses were performed simultaneously using H3O+ 
precursor ions. 
 
0.0
1.0
2.0
3.0
4.0
5.0
6.0
0.0 1.0 2.0 3.0 4.0
C
o
n
c
e
n
tr
a
ti
o
n
 (
%
) 
Time in culture, hours 
(a) Water vapour 
5.0% 
4.8% 
0
50
100
150
200
250
300
0.0 1.0 2.0 3.0 4.0
C
o
n
c
e
n
tr
a
ti
o
n
 (
p
p
b
v
) 
Time in culture, hours 
(b) Methanol 
0
10000
20000
30000
40000
50000
60000
70000
80000
0.0 1.0 2.0 3.0 4.0
C
o
n
c
e
n
tr
a
ti
o
n
 (
p
p
b
v
) 
Time in culture, hours 
(c) Ethanol 
0
500
1000
1500
2000
2500
3000
3500
4000
4500
0.0 1.0 2.0 3.0 4.0
C
o
n
c
e
n
tr
a
ti
o
n
 (
p
p
b
v
) 
  
Time in culture, hours 
(d) Acetaldehyde 
0
500
1000
1500
2000
2500
3000
3500
4000
4500
5000
0.0 1.0 2.0 3.0 4.0
C
o
n
c
e
n
tr
a
ti
o
n
 (
p
p
b
v
) 
Time in culture, hours 
(e) Hydrogen sulphide 
0
100
200
300
400
500
600
700
800
0.0 1.0 2.0 3.0 4.0
C
o
n
c
e
n
tr
a
ti
o
n
 (
p
p
b
v
) 
Time in culture, hours 
(f) Methanethiol 
0
50
100
150
200
250
300
0.0 1.0 2.0 3.0 4.0
C
o
n
c
e
n
tr
a
ti
o
n
 (
p
p
b
v
) 
Time in culture, hours 
(g) Acetone 
0
50
100
150
200
250
300
0.0 1.0 2.0 3.0 4.0
C
o
n
c
e
n
tr
a
ti
o
n
 (
p
p
b
v
) 
Time in culture, hours 
(h) Propanol 
- 100 - 
 
 
 
6.3. Summary and concluding remarks 
Presented in this chapter are the results of a study of the volatile compounds released into the medium by E. coli 
JM109 cells by monitoring only the vapour phase by SIFT-MS. The vapours have been analysed following the 
culture of the cells in two different media types, viz. LB and DMEM. It was found that cells cultured in a 
DMEM-based medium inside sealed bottles emitted easily-measurable quantities of several volatile compounds, 
particularly ethanol, acetaldehyde, hydrogen sulphide and methanethiol. Consequently it was possible to monitor 
the levels of these compounds in the vapour phase above an open culture for a period of around 4 hours. In 
addition, the headspace of E. coli cells cultured in LB inside a sealed bottle was also analysed, with only the 
concentration of ammonia clearly elevated in the gas phase. There was also some evidence of the production and 
consumption of ethanol and acetaldehyde with increasing cell number densities, when cultures were intentionally 
seeded with varying quantities of cells (see Table 24). This could be due to the cells undergoing changing 
metabolism, which requires further investigation. Also the differences between the compounds emitted by the 
cells highlight the importance of the medium used to culture cells when considering the analysis of the volatile 
compounds. Clearly the cultured cells must metabolise the contents of the media in order to survive, and this will 
affect the metabolite compounds that are subsequently produced. This is an important consideration for the 
research into the detection of medically important microbes that invade the human body. 
It should be noted that the headspace concentrations we have obtained for each volatile compound are 
clearly subject to variable parameters that we have not accounted for, particularly the concentration (numbers) of 
the cells in each medium/cell sample. Therefore, the derived concentrations of the volatile compounds are only 
intended to show that the emissions are high enough to be readily identified, quantified and monitored by SIFT-
MS and that these several compounds can be used to monitor suspensions of growing cells. It is certain that these 
bacterial cells are emitting other VOCs that have not been seriously searched for in this preliminary study. An 
example of this was observed in solid-phase microextraction gas chromatography mass spectrometry (SPME-
GC-MS) experiments, which were performed on E. coli/DMEM cell cultures by the Mass Spectrometry Group 
during a visit to the J. Heyrovský Institute in the Czech Republic. Several additional volatile product compounds 
were identified including indole, butanal, acetoin and diacetyl. These compounds have all been characterised for 
analysis by SIFT-MS (see Chapter 3 and [112, 143]), but these are not major headspace compounds, and could 
not be readily identified in the headspace in the present studies, possibly due to the excessive levels of ethanol 
and acetaldehyde which are present. 
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 Comparing the results of the present chapter with the studies of the headspace compounds present 
above human cell cultures, given in Chapters 4 & 5, it is clear that E. coli cultures are far more active in 
producing volatile compounds. It should be noted, however that each of the E. coli cultures could contain as 
many as 5(10
10
) cells, while the greatest human cell numbers analysed so far by SIFT-MS have contained around 
2(10
7
) cells [40] with cell densities at least 5(10
3
) times lower. However, the fact that relatively few compounds 
are emitted by these human cell cultures means that deviations from the healthy culture environment could be 
more easily identified; hence this system might be used to non-invasively and rapidly detect infection by 
microbial cell types. Indeed the results of these studies are applied later in Chapter 7 for some studies of the 
intentional infection of human cell cultures. It may also be considered that these methods of analysis could be 
applied to non-invasively monitor the progression of E. coli and other microbial cell cultures; these being of 
great importance in various industries, such as biopharmaceuticals. 
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7. Identification of microbial contamination in mammalian cell cultures using 
headspace analysis techniques 
7.1. Introduction 
Loss of sterility in an industrial bioprocess is the most common cause of process failure [196]. Then, the entire 
batch of cells, or other biological product, will be unusable, and the cause of the contamination must be 
investigated, creating unwanted, costly down time [196]. Checks for microbial contamination of industrial 
bioreactors are usually performed once a day using time-consuming and invasive methods, requiring samples to 
be taken from the bioreactor [197]. In addition, the standard in situ sensor probes that monitor the levels of 
dissolved oxygen (DO) and pH will only indicate the presence of contaminating microbial cells at a late stage 
[197]. This can create costly setbacks; however rapid, online methods for the detection of bacterial infection are 
rarely implemented industrially [197]. As mentioned in Chapter 1 (section 1.3.3.), gas chromatography mass 
spectrometry (GC-MS) has been applied for the early identification of Enterobacter cloacae infections in 
cultures of Leuconostoc mesenteroides bacterium by analysing the produced volatile compounds [61]. Similarly, 
statistical techniques were applied to GC-MS data in order to rapidly identify the presence of bacillus subtillis 
and pseudomonas aeruginosa (PA) infections in microalgae cultures [62]. In addition, GC-MS has been used to 
detect the presence of several different microbial cells when added to an animal cell culture [63]. 
 An alternative method has been to use gas sensor arrays, commonly known as electronic noses (EN), to 
identify the changes in the gas phase caused by the release of volatile compounds produced by infectious cell 
types [22, 197]. In one reported study, Chinese hamster ovarian (CHO) cells were infected with PA at a 
concentration of 100 colony-forming units per millilitre (CFU/mL), and MOSFET (metal oxide semiconductor 
field-effect transistor) sensors, which vary in their sensitivities for different compounds, were used to detect 
changes in the gas phase composition. A change in the signal level of one MOSFET sensor was observed about 1 
hour after the PA had been added, which was some 12 hours before any change in DO was detected [197]. An 
attempt to detect the presence of the bacterium bacillus subtillis, which was introduced at a much higher 
concentration of 4000 CFU/mL, using similar methods was also reported. A small change in the signal level of a 
different MOSFET sensor is apparent immediately following the introduction of the bacteria, although this 
signal response was less clear [197]. In the work reported in this chapter SIFT-MS is used to perform similar 
experiments regarding the detection of volatile biomarkers of the infection of human cell cultures by microbial 
cells. 
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7.2. Experimental 
7.2.1. Sample preparation for headspace analysis 
Several tissue culture flasks, used for the culture of human cell types, were donated for exploratory headspace 
analysis experiments by colleagues, upon their discovery of the presence of microbial cells in the media. The 
volumes of infected media that could be sampled were typically 5-10mL, depending on the size of the flask used 
for the culture of the human cells. The medium was transferred to a 150mL glass bottle, the headspace was 
purged with dry cylinder air, and each sample was incubated at 37
O
C for around 16 hours prior to the headspace 
analysis experiments. 
7.2.2. Bioreactor culture using the CELL-tainer bioreactor® system 
The CELL-tainer
®
 single-use bioreactor system (CELLution Biotech B. V., Netherlands) was obtained on loan, 
via the company CELLON S. A., in order to analyse the gas/vapour compounds emitted from relatively large-
scale cell cultures. This included analyses after human cell cultures were infected with E. coli bacterial cells, the 
major emissions from which have been characterised by SIFT-MS (see Chapter 6 and [190]). The human cell 
types used were primary human mesenchymal stem cells (hMSCs) which were derived from bone marrow and 
initially cultured in tissue culture flasks, submerged in DMEM, supplemented with 10% v/v foetal bovine serum 
(FBS), 1% v/v antibiotic-antimycotic and 2mM L-glutamine, as described in Chapter 4 (section 4.1.1.). In order 
to commence the bioreactor run, around 3(10
7
) hMSCs were removed using the enzyme trypsin and transferred 
to a pre-sterilised disposable bioreactor bag, which also contained Cytodex-1 surface microcarriers at a 
concentration of 2 g/L (prepared and sterilised as described in section 4.1.2.) and 1L of the same DMEM 
medium. The total volume of the disposable bioreactor bags is 20L, but this was restricted to around 4L using 
plastic dividers, leaving a headspace of around 3L. The bags were also fitted with in situ dissolved oxygen (DO) 
and pH sensor probes, which were calibrated prior to adding the cells and were used to continuously monitored 
the culture. The culture was incubated at 37
O
C and agitated at a rate of 5 rpm. Dry cylinder air was regularly 
injected, via a 0.2µm filter, in order to maintain a DO concentration of 20% (~0.21mM) and carbon dioxide was 
injected intermittently to maintain a pH of 7.4, in conjunction with the sodium bicarbonate buffer, which is 
present in DMEM at a concentration of 3.7 g/L. The gas was able to flow out of the bioreactor bag through a 
second 0.2 µm filter to the external laboratory environment. 
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Every 2-3 days well-mixed 5mL samples of the DMEM media, containing microcarriers and attached 
hMSCs, were removed from the bioreactor for cell counting. This was performed using a WST-8 colourimetric 
viability test (NBS Biologicals, UK). In short a water soluble tetrazolium (WST) salt is added to the cell sample, 
which is acted upon by the intracellular enzymes that exist in viable cells, causing the release of a formazan dye, 
which is then quantified by the resulting absorbance levels using a Synergy 2 spectrophotometer (BioTek, UK). 
In addition, 50% of the media was exchanged by tilting the bag to allow the microcarrier beads to settle to the 
bottom and the liquid was removed by pumping via one of the ports indicated in Figure 21. Fresh media was 
introduced using a sterile syringe to inject the liquid through a second port. 
7.2.3. Culture of E. coli (JM109) cells 
As before (see Chapter 6, section 6.1.1.), E. coli cells, strain JM109, were initially cultured for around 16 hours 
at 37
O
C in a lysogeny broth medium (LB; Sigma, UK) using a shaker flask system in order to produce a high 
density volume of E. coli cells. The actual cell density was found to be approximately 1.5-2.0(10
9
) cells-per-mL 
using optical density measurements at a wavelength of 600nm. In the present study, these bacteria were 
introduced into the bioreactor bag at the desired time point to check the ability of SIFT-MS to detect the culture 
infection could be tested. It is important to note that antibiotics were present in the culture medium, and this was 
previously found to impede the growth of the infecting E. coli cells (data not shown). 
7.2.4. Gas/vapour phase analysis by SIFT-MS 
Analyses of the headspace of sealed bottles containing samples of the infected culture media samples were 
performed, as before, by piercing the septa at the bottle cap with a hypodermic needle that is directly coupled to 
the SIFT-MS sampling arm. Thus the volatile compounds and the air that occupy the headspace simply flow into 
the flow tube of the SIFT-MS instrument for analysis. 
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Figure 21. Schematic diagram of the CELL-tainer® bioreactor bag, displaying the gas inlet and exhaust lines and the 
sampling point for the hypodermic needle which was coupled directly to the SIFT-MS sampling line. 
  
The flowing exhaust gases, which contained the compounds emitted from the culture present in the 
bioreactor bag, were sampled by piercing the soft tubing of the exhaust line, as is depicted in Figure 21. By 
sampling in this way, the door to the incubator could be kept closed, and this was necessary to ensure that the 
bioreactor continued to incubate the culture at 37
O
C, to agitate the vessel and to intermittently inject the cylinder 
gases (dry air and carbon dioxide) during the analysis by SIFT-MS, thereby ensuring that the culture could 
proceed undisturbed. The volatile compound emissions by E. coli cultured in DMEM media had been studied 
previously (see Chapter 6 and [190]), which had indicated that the concentrations of ethanol, acetaldehyde, 
hydrogen sulphide and methanethiol were large enough to be easily detected and quantified by SIFT-MS. 
7.3. Results 
7.3.1. Bacterial and fungal infections in mammalian cell cultures 
Several of the infected culture media samples were donated by other researchers and, as mentioned in section 
7.1.1., these were contained in sealed glass bottles during headspace analysis experiments. Spectra derived from 
the analysis of the headspace above three of these infected culture media samples are shown in Figure 22. 
Although these microbial cells could not be fully identified, the samples that were analysed for Figure 22a and 
22b were likely to be fungal cells, as shown by their filamentous morphology, and that in Figure 22c appeared to 
be a bacterial cell type. As can be seen in the spectra, each of these microbial cells emitted at least one volatile 
compound at a concentration clearly exceeding that expected from clean media or that containing only human 
cell types. 
  
Exhaust line
SIFT-MS sampling line
CELL-tainer® bioreactor bag Gas inlet
Ports for addition/removal 
of media
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Figure 22. SIFT-MS mass spectra (ion counts-per-second, c/s, against mass-to-charge ratio, m/z) each obtained using 
H3O+ precursor ions showing the analyses of the compounds present in the headspace above (a) RPMI media infected 
with fungal cells; (b) DMEM:Ham’s F-12 media infected with fungal cells; and (c) DMEM media infected with 
bacteria. The major volatile compounds that are elevated above typical culture media levels are indicated, with the 
measured concentrations given in parts-per-billion by volume (ppbv). 
 
 
The headspace of the fungal-infected RPMI (Roswell Park Memorial Institute) medium analysed in 
Figure 22a showed that ammonia was produced to a level of greater than 20 parts-per-million by volume (ppmv), 
which is around 40 times greater than the value measured above equivalent, clean RPMI medium. Hydrogen 
sulphide was also measured in the headspace at a concentration of 1000 ppbv, while methanol was measured to 
be 730 ppbv; in the clean media these compounds present at levels of 5 ppbv and 100 ppbv respectively (data not 
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shown). The headspace of the second fungal-infected medium, in this case composed of Dulbecco’s modified 
Eagles medium/Nutrient F-12 Ham (DMEM:Ham’s F-12), shown in Figure 22b, and was found to contain 
elevated concentrations of methanol (1000 ppbv) and dimethyl sulphide (DMS; 200 ppbv) compared to that of a 
sample of the medium alone that contained concentrations of around ten times lower for both compounds. The 
spectrum shown in Figure 22c, which was obtained from the analysis of the headspace of a DMEM medium 
sample infected with bacterial cells, displays a single biomarker, viz. methanol, at a concentration of 5800 ppbv, 
as opposed to the 100 ppbv which is typical in the headspace of media samples of this type (see Chapter 4). 
Figure 23. SIFT-MS spectra (counts-per-second, c/s, against mass-to-charge ratio, m/z) obtained using H3O+ precursor 
ions for the analysis of the headspace of (a) DMEM medium supplemented with 10% v/v FBS and 2mM L-glutamine; 
and (b) the same medium that had become infected with the bacterium C. testosteroni, contained inside sealed glass 
bottles. The major compounds and their product ions are indicated. Dimethyl disulphide (DMDS) is again identified 
by the abundance ratio of its characteristic isotopologue ions at m/z values of 95 and 97, and hydrated isotopologue 
ions at m/z 113 and 115. The spectra are adapted from the paper presented in Appendix A7 [190]. 
 
In addition, the headspace of one infected sample of DMEM medium (10% v/v FBS and 2mM L-
glutamine) was analysed by SIFT-MS, resulting in the spectrum shown in Figure 23b, with a comparative 
sample of clean DMEM medium presented in Figure 23a. As can be seen, large quantities of ammonia and 
dimethyl disulphide (DMDS) were produced, with the identity of the latter checked by isotopologue analyses, as 
shown in the Figure 23b. Hydrogen sulphide and methanethiol were also produced by these bacteria in this 
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DMEM medium, similar to the E. coli, strain JM109, cells that were discussed in Chapter 6. The concentrations 
of the mentioned biomarkers of this bacterium, as well as some other common compounds, are given in Table 
26. It is seen that each of the aforementioned volatile compounds was emitted into the headspace at easily 
measurable levels, while the concentrations of methanol, ethanol and acetone were very consistent between 
samples. There is also some evidence for the production of a small amount of butanone, this being easily 
identified in NO+ spectra [113]. The infected culture media was also sent to a nearby pathology laboratory for 
assessment, where the infecting microbe was identified as a common gram negative soli bacterium Comamonas 
testosteroni.  
Table 26. The concentrations (in ppbv) of some selected volatile compounds measured in the headspace above clean 
DMEM medium (10% v/v FBS, 2mM L-glutamine) and DMEM infected with the bacterium C. testosteroni. The data 
are shown in the paper presented in Appendix A7 [190]. 
Compound 
Primary 
precursor ions 
DMEM control 
DMEM infected with 
C. testosteroni 
Ammonia 
H3O+ 
300 13,200 
Methanol 260 310 
Hydrogen sulphide 0 200 
Acetaldehyde 140 0 
Ethanol 1400 1400 
Methanethiol 10 760 
Acetone 
NO+ 
220 330 
Butanone 0 40 
Dimethyl disulphide 10 2500 
7.3.2. Intentional E. coli infection of a bioreactor culture of human cells 
As mentioned in section 7.1.2., the cells in this study were cultured on Cytodex-1 microcarrier beads inside a 
CELL-tainer
®
 bioreactor system. The vapours released by the microcarrier beads have been analysed previously 
(see section 4.2.5), where it was shown that very large quantities acetone were present (around 50,000 ppbv for a 
2 g/L sample) if the beads were not washed correctly, but only emitted a small quantity (60 ppbv-per-g/L of 
beads) when properly washed. It was additionally important to check for any volatile emissions by the bioreactor 
bag itself. Thus a mass spectrum is presented in Figure 24 which is derived from the analysis of the sealed 
bioreactor bag containing 500mL of DMEM (10% FBS, 1% antibiotic-antimycotic, 2mM L-glutamine). It is 
clear that clear signals are emitted due to neither the microcarriers nor the bioreactor bag. Some of the 
compounds present in the spectrum are as follows, with concentrations given in parentheses: water vapour 
(5.4%); methanol (200 ppbv); acetaldehyde (80 ppbv); CO2 (2.3%); ethanol (280 ppbv); acetone (170 ppbv). 
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Figure 24. SIFT-MS spectra (counts-per-second, c/s, against mass-to-charge ratio, m/z) obtained using H3O+ precursor 
ions for the analysis of the sealed gas/vapour phase inside a sealed CELL-tainer® bioreactor bag containing 500mL of 
DMEM (10% FBS, 1% antibiotic-antimycotic, 2mM L-glutamine) and Cytodex-1 microcarrier beads at a 
concentration of 2 g/L, in the absence of human and microbial cells. 
 
During the culture of the hMSCs in this bioreactor system, the cells were routinely counted using a 
colourimetric assay (WST-8). The results of these cell counts are given in Figure 25, where a gradual increase in 
the mean cell number of about 1(10
6
) cells/day is observed. The large error bars, which are derived from the 
range of measured values, are likely due to the sampling method from the bioreactor, which entails tilting the 
bag so that the cells/microcarriers/medium mixture can be drawn into a syringe via a narrow opening, which 
could hinder attempts to obtain a well-mixed, representative sample of the bioreactor contents. Further it was 
clear that the microcarrier beads would stick to the material of the bioreactor bag, and so the effective 
microcarrier concentration declined. 
Figure 25. Cell counts of the hMSCs attached to the Cytodex-1 microcarrier beads present in the DMEM media of a 
CELL-tainer® bioreactor; obtained using the colourimetric assay, WST-8 (N≥6). 
 
 On the fourteenth day of culture, 40mL of the concentrated “stock” E. coli in LB (approximately 5(1010) 
cells) was added to the bioreactor bag. The volume of DMEM in the bag was around 1L, so this was 
approximately equivalent to the situation for the headspace analysis experiments presented in Chapter 6 (see also 
Appendix A7 [190]), in which 1mL of “stock” E. coli was added to 24mL of DMEM medium. However in this 
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case the DMEM also contained 1% v/v of the antibiotic-antimycotic supplement, which slowed the progression 
of the infection. The DO concentration and pH were continuously monitored throughout the culture using the 
standard in situ probes of the CELL-tainer
®
 bioreactor system, and the concentrations of the major compounds 
produced by E. coli when cultured in DMEM, viz. ethanol, acetaldehyde, hydrogen sulphide and methanethiol, as 
were characterised in Chapter 6 [190], were monitored in the exhaust gas (see Figure 21) several times on each 
subsequent day, using SIFT-MS. The results of these analyses are shown in the plot in Figure 26, where it is seen 
that it took around 50 hours for the E. coli to grow to sufficient numbers to overtake the culture, as is shown first 
by the decline in DO concentration. It is also seen that the concentrations of the major volatile compounds that 
are known to be produced by E. coli under similar conditions had also increased on the next SIFT-MS analysis, 
which occurred some 15 hours later. The methanethiol measurements are not shown, but an increase in the 
concentration of this compound in the headspace to around 100 ppbv was recorded at the final time-point. These 
results indicate that the DO concentration and SIFT-MS analyses of the exhaust gas were able to identify the 
presence of the bacterial infection to within several hours of each other. However, due to the timing of the E. coli 
growth, it was not possible to identify the earliest point when SIFT-MS would have identified the increased 
concentrations of ethanol, acetaldehyde and hydrogen sulphide. It is noteworthy, however, that the pH did not 
change significantly during the recorded time scale. This was only noticeable several hours after the experiment 
had ended because of the colour change which is caused by the presence of phenol red in the DMEM medium. 
So, under the conditions of the present experiment the pH did not change rapidly with the increased respiration 
rate of the culture, as indicated by the rapid decline in DO. This could have been caused by an increase in acid 
production as the conditions became less aerobic, or it could have been slowed by the sodium bicarbonate 
buffering system. 
 An interesting change in the ammonia concentration was detected by SIFT-MS after around 24 hours, 
almost 30 hours before any changes in DO of the major volatile metabolites was observed. The ammonia 
concentration increased from around 100 ppbv to over 1000 ppbv, then falling again to around 500 ppbv before 
production of the previously recognised metabolites (ethanol, acetaldehyde, hydrogen sulphide and 
methanethiol) became apparent. This analysis was performed using the O2+
● 
precursor ion, which is the preferred 
method of ammonia analysis [36]. This could be related to the metabolism of the E. coli cells, or to cell death 
which is likely to have occurred in the culture due to the presence of the antibiotics. In any case, this finding is 
worthy of further investigation. 
  
 
 
Figure 26. Plot showing the online measurements of pH and the dissolved oxygen concentration inside a CELL-tainer® bioreactor bag containing hMSCs attached to Cytodex-1 
microcarriers and E. coli JM109 in 1L of DMEM medium (10% FBS, 1% antibiotic-antimycotic, 2mM L-glutamine), and the headspace concentrations of ammonia, hydrogen 
sulphide, acetaldehyde and ethanol measured in the off-gas of the bioreactor culture at time intervals, without disturbing the culture, using SIFT-MS. Methanethiol was also detected 
and quantified, but the results are not shown for clarity (see text). On the x-axis is plotted the time, in hours, from which the 1L hMSC culture was intentionally infected with 40mL 
of stock E. coli JM109 bacteria (~5(1010) cells). 
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7.4. Summary and discussion 
Reported in this chapter are the results of some exploratory studies of the volatile compounds emitted by human 
cell cultures that had become contaminated with microbial cell types. Four of the reported studies pertained to 
cell cultures that were inadvertently infected with microbial cells, of which three could only be identified as 
being fungal or bacterial, while the other was retrospectively identified as C. testosteroni. In each of these 
infected cultures, at least one microbial biomarker was identified at ppmv levels, which are easily detectable by 
SIFT-MS. It should be noted, however, that the types and quantities of the volatile compounds that are produced 
by a particular microbial cell are partly dependent on the composition of the culture medium that they occupy 
(See Chapter 6 and [190]). Therefore the biomarkers that were identified in the headspace of the DMEM media 
that became infected with C. testosteroni might not be produced in a different medium. 
These preliminary investigations into the volatile compounds emitted into the gas phase by microbial 
cells upon infecting human cell cultures were conducted once the presence of infecting microbial cells was 
already obvious to the colleague who had donated them. The next step was to attempt to identify the infection 
earlier by purposefully adding a concentrated suspension of E. coli cells to a 1.0L bioreactor culture containing 
hMSCs attached to microcarriers in DMEM. The first clear indication of activity of the E. coli came in the form 
of a clear increase in the ammonia concentration, which was detected by SIFT-MS analysis of the exhaust gas 
around 20 hours after the bacteria were added to the culture. The expected decline in the DO content of the 
media, due to the respiring E. coli was detected by the in situ DO probe some 30 hours later, which was closely 
followed by the increased emission of the known volatile biomarkers of E. coli activity, viz. ethanol, 
acetaldehyde, hydrogen sulphide and methanethiol [190], which were detected by SIFT-MS analyses. The causes 
of this unexpected rise in ammonia are unclear: it may be due to the application of antibiotics, or it may be a 
more natural occurrence in E. coli cultures, which was not identified previously because experiments were 
conducted at strict time points. Some evidence of cell density-related changes are reported in Chapter 6 (Table 
24, [190]), in which the concentration of ethanol first increased with starting cell density, when the E. coli cells 
were cultured in LB, but then dropped as the cell density was increased further. A similar emission pattern is 
seen in the ammonia concentrations measured in the exhaust gases released from the infected hMSC culture, but 
further investigation is required to determine whether this could be used as an early indicator of infection in 
human cell cultures.  
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8. Summary, concluding remarks and recommendations for further work 
8.1. Summary 
The work presented in this thesis was initiated in order to develop a non-invasive online technique for 
monitoring the progression of human cell cultures; specifically those of relevance to the field of regenerative 
medicine. The instrument of choice, upon which the present work is based, is selected ion flow tube mass 
spectrometry (SIFT-MS), which is capable of rapidly and accurately quantifying the concentrations of trace 
compounds in gas/vapour mixtures to parts-per-billion by volume (ppbv) levels. The potential value of this 
technique in the field of medicine, especially for breath analysis, been demonstrated by several studies as 
reported previously in a number of publications, now including two for which TWE Chippendale is co-author 
[88, 89]. 
The project work has included some fundamental selected ion flow tube (SIFT) experiments, in which 
specific ion-molecule reactions were studied under standard SIFT-MS conditions [107, 108]. The rate 
coefficients (k) and product ions formed from the reactions between the SIFT-MS precursor ions (H3O+, NO+ 
and O2+
●
) were derived for two sets of four isobaric compounds with molecular weights of 86u (diacetyl, γ-
butyrolactone, cyclopropane carboxylic acid and allyl ethyl ether) and 88u (acetoin, pyruvic acid, n-butyric acid 
and ethyl acetate). Each of the compounds analysed, with the exception of allyl ethyl ether, has some biological 
significance. In addition, methodologies were improved or newly developed for the analyses of acetaldehyde 
(AA), dimethyl sulphide (DMS) and carbon dioxide using SIFT-MS. As a result of this work, it is now possible 
to accurately quantify concentrations of AA in the presence of DMS (a capability that was vitally important in 
some of the headspace analyses of human cell cultures reported in Chapter 5 and ref. [157]). Carbon dioxide can 
now also be quantified using NO
+
 precursor ions by utilizing the NO
+
CO2 adduct ions formed at m/z 74, and 
accounting for the presence of AA that also forms the adduct NO
+
AA ions also at m/z of 74. 
SIFT-MS was also used for the analysis of the headspace of human cell cultures in experiments that 
were largely conducted using methods largely developed by the Keele Chemical Physics Group prior to the 
commencement of the present research project [40, 41]. The headspace above small scale bioreactor (spinner 
flask) cultures was analysed, with the cells attached to microcarrier beads during culture. Few differences were 
observed between the SIFT-MS mass spectra obtained from the headspace of cell cultures and the culture media 
alone and only carbon dioxide was found to be produced by the cells, as one might expect. However, the toxic 
volatile organic compound (VOC) AA was consistently depleted from the headspace of cultures of 6 different 
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human cell types, including cells of the hepG2 hepatocellular carcinoma cells line, and primary human bone 
marrow-derived mesenchymal stem cells (hMSCs). The influence of the intracellular aldehyde dehydrogenase 
(ALDH) enzymes on this observed AA consumption was investigated in these two cell types (hepG2 and 
hMSCs) by adding ALDH inhibitor compounds diethylaminobenzaldehyde (DEAB) and disulfiram (DSF) to the 
culture medium and observing the changes in the concentrations of AA in the headspace. Indeed the application 
of the ALDH inhibitor compounds did prevent the oxidation of AA from the culture media, in some cases 
causing the AA concentration to increase in the headspace of the cell culture as a result of the alcohol 
dehydrogenase- (ADH-) mediated oxidation of ethanol to AA; a reaction which was not affected by the presence 
of DEAB and DSF. It was also observed that the solvent dimethyl sulphoxide (DMSO), which was used to 
dissolve the inhibitor compounds, was reduced to DMS due to cellular action, and that this reduction reaction 
was inhibited by the presence of DEAB and DSF [157].  
 The headspace of cultures of Escherichia coli (strain JM109) were also analysed by SIFT-MS in 
preparation for experiments into the identification of bacterial infection in human cell cultures. In this study, the 
bacteria were cultured in two different media prior to the headspace analyses, viz. lysogeny broth (LB) and 
Dulbecco’s modified Eagle’s medium (DMEM); the former commonly being used for the culture of E. coli and 
the latter for the culture of human cell types. The major compounds produced by the cells and emitted into the 
headspace differed greatly when cultured in LB or DMEM. The findings were then exploited for the purpose of 
monitoring the concentrations of the major compounds (biomarkers) emitted into the gas phase above an open 
culture of E. coli cells in DMEM. The culture was monitored for around 4 hours with the concentrations of each 
biomarker compound (viz. ethanol, AA, hydrogen sulphide and methanethiol) seen to rise and then decline at 
differing rates, which was attributed to the consumption of the sources of the volatile compounds in the media, 
while the water vapour and methanol levels remained constant for the duration of the experiment [190]. In 
addition to these experiments, the headspace above human cell cultures that had become infected by unidentified 
bacteria or fungi were also analysed by SIFT-MS in order to identify the major compounds that were emitted 
into the gas phase. 
 Subsequently, experiments were conducted in which hMSCs were cultured in a relatively large scale 
(1L) bioreactor. After 14 days of culture, the vessel (bag) was infected with 40mL of concentrated E. coli 
suspension (around 5(10
10
) cells), and SIFT-MS was used to non-invasively monitor the levels of the known E. 
coli biomarker compounds in the exhaust gas of the culture, while the dissolved oxygen (DO) and pH of the 
culture was simultaneously monitored using in situ sensors. After 50 hours of culture, the DO concentration was 
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seen to decline and the concentrations of the aforementioned biomarkers (ethanol, AA, H2S and methanethiol) 
increased in the exhaust gas. An increase in the concentration of ammonia was also observed much earlier 
(around 30 hours), from around 100 ppbv to around 1000 ppbv, indicating that the SIFT-MS technique may be 
capable of detecting E. coli infections more rapidly than the in situ sensors. Given that this increase in ammonia 
was not observed in previous analyses of the headspace of smaller scale E. coli cultures, this result requires 
further investigation. In spite of this result, however, the ability of SIFT-MS to non-invasively monitor the 
progression of the infected culture in real time was successfully demonstrated. 
8.2. Concluding remarks 
The results of the fundamental SIFT kinetics experiments described above have contributed to the advancement 
of the SIFT-MS analytical technique and have provided a new method for the detection and quantification of 
several trace gas compounds. Also, the new ability to quantify AA in the presence of DMS is new and 
potentially extremely valuable, as was demonstrated in the ALDH-inhibition experiments, which resulted in the 
production of both compounds, and could well find utility in the detection of microbial infection of cell cultures. 
The desirable situation for monitoring the progression of human cell cultures using a real time trace gas 
analysis technique such as SIFT-MS would be for a specific set of biomarkers to be emitted into the headspace 
that are indicative of healthy human cell growth. Ideally this would be specific for a single human cell type, 
particularly when considering the culture of stem or progenitor cells for a cell therapy product because these 
cells are able to differentiate into a number of more specialised cell types, which may not be desired for said cell-
based product. That distinctive biomarkers were not detected in the headspace of any of the six human cell 
cultures that were investigated is most probably because such compounds are present at concentrations below the 
stated limit of detection of the current SIFT-MS instruments. It should be noted that sub-ppbv concentrations of 
some compounds can be measured using SIFT-MS by employing a longer integration time for deriving the count 
rates of the product ions [198]. Furthermore, analytical instruments are in constant development and should soon 
be capable of detecting volatile biomarkers present at the sub-ppbv concentrations more rapidly. 
On the other hand, the absence of detectable compounds emitted into the gas phase by human cell 
cultures, can allow compounds that are emitted due to contamination to be detected more easily. This was 
demonstrated by the experiments described in Chapter 7, in which a 1L bioreactor culture was intentionally 
infected with E. coli and measurable quantities of ammonia, ethanol, AA, hydrogen sulphide and methanethiol 
were emitted by the bacteria, and analysed in the exhaust gas. The resulting data provided a proof-of-principle 
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that SIFT-MS can be used to non-invasively monitor bioreactor cultures and detect bacterial infection in human 
cell cultures. 
The results given in Chapter 6 (and ref. [190]) indicate that the E. coli cells, when cultured in LB, began 
to emit ethanol when lower cell numbers were seeded, but then at higher cell numbers, the headspace ethanol 
concentration decreased. Also, as mentioned previously, when the E. coli were seeded to an hMSC-DMEM 
culture inside a bioreactor, the ammonia concentration was elevated in the exhaust gas following 20 hours of 
incubation, but then declined over the next 20 hours (see Chapter 7). Given that there was no change in the pH of 
the liquid during this period, it is possible that the ammonia was depleted either by being lost to the atmosphere, 
or by cellular action. With respect to the emission of volatile biomarkers by cultured cells, the results obtained 
from the E. coli experiments described in Chapters 6 and 7 indicate that there are at least three major factors that 
contribute to the production of volatile compounds: (1) the type of cells in culture; (2) the composition of the 
culture medium; and (3) the condition of the cultured cells. Clearly genetic differences between cell types cause 
them to metabolise substrates differently to produce different compounds, which explains factors (1) and (2). 
Factor (3), on the other hand, is less straightforward. The aforementioned observations could have been caused 
by their preferential consumption of a particular medium component, before then consuming other medium 
components. In any case, the key point is that E. coli cells appeared to emit different compounds at different 
stages of their culture, and this is an important consideration when attempting to identify volatile biomarkers for 
monitoring cell cultures. 
Headspace analysis experiments were conducted using spinner flasks and a 1L (working volume) 
CELL-tainer
®
 bioreactor, in which cells were cultured via attachment to microcarrier beads. Also experiments in 
which the cells of interest (lung cancer cell line CALU-1 and “normal” lung cell line NL20) were allowed to 
grow inside the usual 150mL glass bottles while attached to a hydrogel scaffold made of collagen-1. These cells 
were previously shown to produce AA when suspended in media without a collagen scaffold [41], but in this 
case produced excessive quantities of AA, which were measured in the gas phase. These results have been 
submitted to Analyst for publication [199]. These methodologies might be considered improvements over the 
method requiring the cells to be transferred to 150mL glass bottles prior to the analysis [40, 41], as was used 
frequently to conduct the experiments described in this thesis. The human cell types of interest in this particular 
study are typically expanded using adherent culture techniques in tissue culture flasks, and so their removal and 
transfer to a new environment is surely a disturbance to their growth; affecting the cells proliferation and enzyme 
expression levels [158]. Therefore, as indicated by factor (3) in the previous section, any potential biomarkers 
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that are detected in the headspace of the cells cultured and analysed under these conditions might not relate to 
“normal” cell growth, as was one of the major aims of this project. On the other hand, the aforementioned 
methods in which an attachment surface is provided to the cells should reduce disturbance to the culture prior to 
the headspace analysis experiments; thereby ensuring that the obtained results are a better indication of healthy 
cell growth. 
The use of ALDH inhibitors DEAB and DSF to study the reactions of the intracellular ALDH enzymes 
present in hepG2 cells and hMSCs has provided compelling evidence that these enzymes are the cause of the 
depletion of AA from the culture headspace of the six human cell types, the results of which are presented and 
discussed in Chapter 4. Some possible implications of this finding are discussed below. It was also observed in 
the same study that DMSO was reduced to DMS by the cells, and this reaction is known to be catalysed by the 
enzyme methionine sulphoxide reductase A (MsrA) [180]. DMSO was used as a solvent in these experiments, 
but is also very commonly used as a cryopreservant in the long-term storage of cells in liquid nitrogen. This 
should be understood by researchers as DMS has been shown to induce apoptosis in two human leukaemia cell 
lines [200]. 
8.3. Suggestions for further work 
The search for volatile biomarkers of healthy human cell growth might be aided by a combination of different 
insturments. A new biomarker of Pseudomonas aeruginosa (PA) has recently been determined using solid phase 
microextraction- (SPME-) gas chromatography mass spectrometry (GC-MS), viz. methyl thiocyanate. The 
biomarker was subsequently quantified in the headspace of cultured PA and in the exhaled breath of cystic 
fibrosis patients using both GC-MS and SIFT-MS techniques [51]. Similar, exploratory GC-MS analyses of the 
headspace of hMSC cultures were conducted as a part of the present research project during a visit to the J. 
Heyrovský Institute (Prague, Czech Republic), where it was found that hexanal, as well as AA, is consumed by 
the cultured cells (see Chapter 4). Further combined GC-MS/SIFT-MS experiments of this type will surely be 
beneficial in the search for biomarkers in the headspace of human cell cultures. 
  Techniques for the early detection of microbial infection in mammalian cell cultures are not commonly 
employed in industry [196]. Therefore, the development of a non-invasive “early warning system” of infection, 
based on volatile biomarkers and the SIFT-MS technique is an attractive proposition. One potential difficulty in 
developing the technique for such purposes is that the types of microbial cells which could potentially infect a 
mammalian cell culture are not numerous, and it would not be feasible to “fingerprint” the emissions of every 
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type of bacterium or fungus for their detection. This is a challenging problem that can only be diminished by 
vision and carefully planned experiments using fit-for-purpose instrumentation, but the initial steps have been 
taken by the work described in this thesis. 
It is also important to consider that microbial, plant and insect cells are cultured extensively industrially 
at large scale for a wide range of purposes, including for foods and pharmaceutical production. Given that SIFT-
MS can easily identify and quantify the compounds that are emitted into the gas phase by E. coli and other 
bacterial and fungal cells, even from vessels that are open to the atmosphere [190], the possibility of applying 
this technique to the monitoring of large-scale bacterial/microbial cultures should be investigated. 
ALDH enzyme expression is used as a biomarker of certain stem cell types and some cancer cells [163]. 
It has been demonstrated in animal models and in clinical studies that level of ALDH expression in 
haematopoietic cells is related to the clinical outcomes when implanted into patients as a treatment for 
cardiovascular disease [201]. The results of the experiments described in Chapter 5 and ref. [157] appear to give 
an indication of the activities and/or expression levels of the enzymes involved in the ethanol metabolism 
pathway, viz. ADH and ALDH. It should therefore be possible to derive methods for quantifying the expression 
levels of these enzymes based on SIFT-MS headspace analyses. Such methods could be used to assess the 
quality of a sample of cells, such as haematopoietic stem cells (HSCs) [176], prior to their use in cell therapies. 
Similar techniques could also be employed for different intracellular enzymes, such as ADH and MsrA, in other 
cultured cell types. 
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Abstract
Previous measurements of acetone concentrations in the exhaled breath of
healthy individuals and the small amount of comparable data for individuals
suffering from diabetes are briefly reviewed as a prelude to the presentation
of new data on the sporadic and wide variations of breath acetone that
occur in ostensibly healthy individuals. Data are also presented which
show that following a ketogenic diet taken by eight healthy individuals their
breath acetone concentrations increased up to five times over the subsequent
6 h. Similarly, the breath acetone increased six and nine times when a low
carbohydrate diet was taken by two volunteers and remained high for the
several days for which the diet was continued. These new data, together
with the previous data, clearly indicate that diet and natural intra-individual
biological and diurnal variability result in wide variations in breath acetone
concentration. This places an uncertainty in the use of breath acetone alone to
monitor blood glucose and glycaemic control, except and unless the individual
acts as their own control and is cognizant of the need for dietary control.
Keywords: acetone, breath, ketogenic diet, glycaemic control, SIFT-MS
1. Introduction
The simple ketone, acetone, is present in the breath of all human beings and most mammals
(Kalapos 2003). It is the most abundant of the so-called ketone bodies, the others being
beta-hydroxybutyric acid and acetoacetic acid, these generally being considered as products
of lipolysis (Laffel 1999). Acetone is very volatile and is readily released into the gas phase
from blood and urine, whereas the other two ketone bodies are less volatile and largely exist in
0967-3334/11/080023+09$33.00 © 2011 Institute of Physics and Engineering in Medicine Printed in the UK N23
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the blood stream as ions. However, beta-hydroxybutyric acid has been detected above urine,
but acetoacetic acid is unstable against dissociation in the gas phase (Wang et al 2008b).
Because of its relatively high concentration in the blood stream and its volatility, acetone
is readily detected in exhaled breath and numerous measurements of it have been made using
a variety of techniques, as previously reported in Physiol. Meas. (Turner et al 2006, O’Hara
et al 2008, King et al 2010) and reviewed in other journals (Dummer et al 2010, Miekisch et al
2004, Bajtarevic et al 2009). Blood acetone, and hence breath acetone concentrations, may be
elevated in patients with diabetes, but this depends on many other factors, including duration
of fasting, dextrose concentrations, degree of insulin resistance and the extent of activation
of lipolysis, and so it is now well understood that high acetone concentrations alone cannot
be taken as indicative of diabetes (Henderson et al 1952, Crofford et al 1977, Tassopou et al
1969, Smith et al 2011). A very recent discourse on the relevance of breath acetone to diabetes
monitoring has been published (Turner 2011). However, as a result of a misunderstanding
of the true clinical implications, it is often assumed in the current literature in the field of
sensor development for breath analysis that the detection of elevated breath acetone can be
used to diagnose type-1 or even type-2 diabetes (Deng et al 2004a, 2004b), but there is little
evidence to support this. Yet this notion persists and is being propagated in the literature
thus stimulating considerable technological efforts to produce a simple (hand-held) sensor for
breath acetone measurements (see, for example, Righettoni et al 2010a, 2010b). The objective
of this note is to present further experimental evidence that there are a number of confounding
factors that considerably influence the concentration of breath acetone even in the healthy
population.
1.1. Summary of the previous SIFT-MS measurements of acetone in exhaled breath
The influence of fasting/feeding on breath concentrations of acetone was the subject of an
early selected ion flow tube mass spectrometry (SIFT-MS) pilot study in which the exhaled
breath of six healthy volunteers was analysed for several trace metabolites, including acetone,
in the morning following overnight fasting after which each volunteer ingested a protein- or a
carbohydrate-based meal. This early pilot study showed that the initial relatively high levels
of breath acetone in all six volunteers decreased postprandial reaching their nadir after about
5 h (Smith et al 1999, Smith and ˇSpaneˇl 2005). In a subsequent SIFT-MS study, the volatile
compounds in the exhaled breath of 30 volunteers (19 males, 11 females) were analysed over
a 6 month period. The inter-individual breath acetone concentration distribution was seen
to be close to log normal, the geometric mean acetone concentration was 477 ppb (with a
geometrical standard deviation, GSD, of 1.58), the mean values ranging from 148 to 2744 ppb
for this cohort of healthy individuals (Turner et al 2006). The influence of calorie intake was
also studied by feeding some of the volunteers with Lucozade, when the measured blood sugar
increased and the breath acetone concentrations decreased. These collected studies leave
little doubt that fasting/feeding does result in variations in breath acetone concentrations.
More recently, intra-individual distributions for the acetone breath concentrations of several
healthy individuals have been published that show log normal distributions with similar median
concentrations and with intra-individual GSD values ranging from 1.2 (a narrow distribution)
to 1.7 (a wider distribution) (Wang et al 2008a). We demonstrate later, with some new
data, that such differences are not unusual. In this same study (Wang et al 2008a) it was
shown that breath acetone is almost entirely systemic in origin, unlike some other breath
compounds such as ammonia and ethanol that are most efficiently generated in the oral cavity
by bacterial/enzymatic action. Two SIFT-MS studies have been carried out that explore the
dependence of breath acetone with age ( ˇSpaneˇl et al 2007a, 2007b). It was found that the
Note N25
distributions are still log normal for the different age cohorts, but there is a significant increase
in the mean breath acetone in the young (4 to 18 years) as compared to those in adults (20–
60 years). These results were later confirmed and extended by an independent proton transfer
reaction mass spectrometry (PTR-MS) study using a larger population of 243 adult volunteers
and 44 children aged 5–11 years (Bajtarevic et al 2009).
1.2. Breath acetone in diabetes
Investigations of the concentrations of acetone in the breath of patients with diabetes compared
to the breath of healthy controls have been inconclusive. An early study showed that the acetone
levels in the breath of a cohort of children with type-I diabetes in the age range 8–19 years were
somewhat higher than those in the breath of a cohort of age-matched healthy controls (Nelson
et al 1998), although the ranges clearly overlapped. Somewhat surprisingly, a subsequent
study apparently showed that all patients included in a group of patients with type-2 diabetes
had breath acetone concentrations greater than 1760 ppb, whereas the healthy controls all had
breath acetone concentrations lower than 800 ppb (Deng et al 2004a). The latter results are
in major conflict with the observation in the subsequent SIFT-MS study ( ˇSpaneˇl et al 2007a)
where no significant increase was observed in any of the type-2 diabetes volunteers included
in the study.
Clearly, it cannot be said with confidence at the current state of experimental knowledge
that breath acetone alone can be used as an indicator of glycaemic status (Smith et al 2011).
The results of a recent study, in which breath acetone in eight patients with type-1 diabetes
was studied using the glucose clamp technique (Turner et al 2009), are surprising. A
positive correlation between breath acetone and blood glucose was reported and the range
of breath acetone varied widely between patients. Similarly, in another study, the breath of
34 patients with type-1 diabetes was analysed for acetone and the data obtained suggested
linear relationships between blood glucose, haemoglobin A1C and breath acetone (Wang et al
2010). These trends are contrary to expectation born of studies of the blood glucose/breath
acetone of healthy individuals, emphasizing again the complexity of the diabetic condition.
Clearly, there is a need for more research before breath acetone detectors can be promoted as
diagnostic tools for diabetes.
2. Methods
SIFT-MS (Smith and ˇSpaneˇl 2005, ˇSpaneˇl and Smith 2011) was used to directly analyse
exhaled breath on-line without any sample collection and storage. Two SIFT-MS instruments
were used (in Prague a Profile 3 manufactured by Instrument Science Limited, Crewe, UK and
at Keele a SIFT-MS instrument manufactured by Trans Spectra Limited, Newcastle-under-
Lyme, UK). In both instruments the flow rate of sampled air was configured such that the flow
tube pressure in the absence of helium carrier gas was 0.1 Torr and then the analyses were
carried out at a total flow tube pressure (sample gas plus carrier gas) of about 1 Torr. The
accuracy of the absolute measurement of acetone concentrations calculated from the SIFT-
MS data ( ˇSpaneˇl et al 2006) was validated previously using standard mixtures (Smith et al
2009). All volunteers were informed about the purpose of the study and provided informed
consent. Each breath acetone measurement was taken as the mean value from three consecutive
exhalations and the concentration of water vapour in exhaled air was used as an indicator of
the sample quality ( ˇSpaneˇl and Smith 2011, ˇSpaneˇl et al 2006).
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3. Results and discussion
3.1. An example of marked differences in intra-individual variations of breath acetone
In order to demonstrate that there can be significant differences between individuals with
respect to the biological variability of breath acetone concentrations, we have analysed the
exhaled breath of two healthy volunteers in our Keele laboratory over a period of several
weeks during the post-breakfast morning period. The very different distributions for two male
individuals are shown in figures 1(a) and (b). Note the narrow distribution for volunteer A
(male, age 70 years; body mass index (BMI) 25) and the much wider and erratic distribution
for volunteer B (male, age 25 years; BMI 23). Given that neither individual had no reason to
believe that their diet might have caused dramatic fluctuations in their levels of blood glucose,
the results leave little confidence that breath acetone alone can be used as an indicator of
blood glucose concentration, although it must be said that blood glucose was not measured in
this limited study. Data are presented below that indicate the powerful influence of diet and
the change from carbohydrate metabolism to lipid (fat) metabolism. These data have been
scrutinized for any diurnal variations. As can be seen in figure 1(c), for volunteer A, there is
a slow but steady increase in the breath acetone with time over several hours from the earliest
measurements at 8:00 am. This is due to a change in metabolism from predominantly utilizing
the readily available carbohydrates consumed for breakfast into that utilizing energy stored in
the lipids. However, the data for volunteer B is so highly variable that any systematic trend
in the acetone is indiscernible. It might be tempting to deduce that these data for volunteer B
are symptomatic of an underlying metabolic disorder, perhaps latent diabetes but, obviously,
to substantiate this requires much more clinical evidence and any diagnosis on the basis of a
breath test alone would clearly be unjustified.
3.2. Variability in individual changes in breath acetone due to a 6 h ketogenic diet
A more dramatic example of the influence of food on breath acetone is revealed by the
experiment described below involving the ingestion of a ketogenic diet by several healthy
subjects in the Prague laboratory. The background to this study is the work of Musa-Veloso
et al (2002) who investigated the efficacy of breath acetone as an indicator of ketosis in adults
consuming ketogenic meals (often used therapeutically to treat intractable seizures). They
found that plasma acetoacetate and beta-hydroxybutyrate (see the introduction) were strongly
correlated with breath acetone (R2 = 0.7, P < 0.0001 and R2 = 0.54, P = 0.004) and concluded
that breath acetone is just as good a predictor of ketosis as are the urinary ketone bodies. Thus,
it was concluded that breath acetone analysis can be used as an indicator of ketosis in epilepsy
patients consuming a ketogenic diet, and may be useful for understanding the mechanistic
aspects of the diet, elucidating the importance of ketosis in seizure protection, and ultimately,
enhancing the efficacy of the diet by improving patient monitoring.
Following this precedence, a simple SIFT-MS experiment was carried out in our Prague
laboratory to study the kinetics of acetone production induced by a simple ketogenic diet
and its variation with the body composition. Thus, eight healthy volunteers (C to J) were
recruited, three males and four females, ranging in age from 18 to 42 years and BMI values
ranging from 24 to 32. The baseline values of breath acetone concentrations were measured
in the afternoon/early evening before the main experiment using SIFT-MS. After an overnight
fast (no breakfast) the breath acetone concentrations were measured again for each volunteer.
Then a ketogenic diet was started (using a similar protocol as used in (Musa-Veloso et al
2002)) involving consumption every 3 h of a dose of 125 g of whipping cream, calculated
on the basis of the typical dietary energy requirement. Simple dairy whipping cream was
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Figure 1. The histograms in (a) and (b) are the intra-individual distributions of exhaled breath
acetone as measured by SIFT-MS (given in parts-per-billion, ppb) for volunteers A and B over a
period of several weeks during the post-breakfast morning periods. (c) Dependence of the exhaled
breath acetone concentrations on the time of day at which the breath was analysed, for the same
volunteers (A, open symbols; B, filled symbols). The mean values and their standard deviations,
SD, and the median values are given in ppb.
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Figure 2. The concentrations of acetone (in parts-per-billion, ppb) in the exhaled breath of eight
healthy volunteers plotted against the time of day, firstly for several hours during the day before
the ketogenic meal investigation, and then the following day during the course of the ketogenic
diet (initiated at 8:00 am).
used (produced by the Kunin dairy, Prague, 33% fat) without protein supplement. Then the
breath of each volunteer was analysed regularly by direct exhalation at the entry port of the
SIFT-MS instrument, a simple procedure made possible due to the high sample throughput
of the instrument. The average of three exhalations was taken at each sampling time and the
time of day was recorded automatically. The order of sampling of the individuals remained
the same throughout the total sampling period of about 7 h, sampling each individual every
hour.
The results of this study are plotted in figure 2 as the concentration of acetone in the breath
of all eight volunteers against the real time of day. The fractional increase of breath acetone
with time for all eight individuals is remarkable, being about a factor of 3 in all cases. Note
that the curves essentially track each other with no overlaps and the higher the starting level
of acetone the greater is the absolute increase. The actual concentrations range from about
200 ppb to about 2700 ppb, which nevertheless still remain within the wide range for healthy
people on normal diets (Turner et al 2006), as noted in section 1.1. Within this limited amount
of data there is no obvious relation between the fasting acetone level and its increase and the
BMI.
3.3. Response of breath acetone to the initial 2 week period of a low carbohydrate ketogenic
diet
The low carbohydrate ketogenic diet described and investigated in (McClernon et al 2007) is
commonly known as the Atkins diet. In order to assess what effects might be observed in
healthy subjects if they follow this diet or a similar low carbohydrate nutritional approach, a
preliminary experiment was carried out using SIFT-MS to measure breath acetone. Two female
volunteers (C: age 28 years, BMI 26. D: age 30 years; BMI 24) followed the requirements of a
low carbohydrate ketogenic diet for 12 days. In essence, this consists in limiting carbohydrate
intake to 20 g day−1. In order to keep within that limit only meat, fish, suitable types
of cheese and a limited amount of vegetables (salad greens, broccoli, spinach, cucumber,
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Figure 3. Breath concentrations of acetone (in parts-per-billion, ppb) measured during the 4 days
prior to the start of a low carbohydrate ketogenic diet, and during the 12 days of the diet for
volunteers C (open symbols) and D (filled symbols) and also indicated are the mean values and the
standard deviations during these two periods.
(This figure is in colour only in the electronic version)
mushrooms, and soured cabbage) were consumed avoiding any high carbohydrate foods.
Breath concentrations of acetone were monitored daily in these two volunteers, 4 days prior
to the start of the course and then 12 days during the course of the diet.
The measured breath acetone concentrations obtained are shown in figure 3. Note the
consistent breath acetone values a few days before commencing the low carbohydrate diet
and then the relatively large increase for both subjects during the first two days of the diet.
This is followed by a period during which the breath acetone values fluctuate to a greater
extent than do the pre-diet values, but on average remain elevated by about six to nine times
above the pre-diet values. Following the re-establishment of the normal diet, their breath
acetone concentrations returned to their normal levels. These limited data indicate that dietary
variation and control can apparently induce significant changes in metabolism as indicated by
breath acetone monitoring.
4. Concluding remarks
The results of this short study support the general sense of the previous work. Hence, it must
be concluded that several factors influence the level of acetone in exhaled breath which must
receive close attention if breath acetone can seriously be considered as a potential monitor of
blood glucose and glycaemic control.
• The inter-individual variation of breath acetone can be very wide, commonly varying by
a factor of 2 over a normal day on a normal diet.
• Nutritional status and the nature of diet: fasting elevates breath acetone as does fat
ingestion and, equivalently, the restriction of carbohydrate intake.
• A slight increase in breath acetone occurs with increasing age, especially in children and
young adults.
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• The apparent increase of breath acetone in diabetes, as indicated by a limited amount of
data, is not greater than the diurnal increase that occurs in healthy people and by varying
the diet.
Notwithstanding these essential points that largely relate to healthy individuals, it should
not immediately be dismissed that variations in breath acetone both in healthy individuals and
in patients with diabetes, who can act as their own controls, might be used to monitor control
of their blood glucose. However, for screening for diabetes to be feasible, individuals would
have to pay careful attention to their diet by stabilizing their nutritional input before breath
analysis. Nevertheless, before the hypothesis that breath acetone can be used to diagnose and
monitor diabetes can be totally abandoned, more studies on breath acetone in patients with
both type-1 and type-2 diabetes are essential (Turner 2011). Such studies are in train when
other breath metabolites (biomarkers) will be searched for, which, in combination with each
other and acetone, might be more definite indicators of glycaemia (Smith et al 2011).
Finally, the following points are worthy of note. In the light of the major relative changes
and variations in breath acetone reported in this note, attempts to improve the accuracy of such
measurement by procedures such as re-breathing (O’Hara et al 2008) or well-defined single-
exhalation breathing manoeuvres (Dummer et al 2010), which are surely of some fundamental
value for modelling of gas exchange (King et al 2010), are not critical with respect to the
clinical relevance of breath acetone since they generally only address 10–20% effects. But, as
demonstrated by the few case studies presented in this note, natural biological intra-individual
variability and changes induced by diet can produce changes in breath acetone levels by as
much as a factor of 5 or more.
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Abstract
In response to a need for the measurement of the deuterium (D) abundance in water and
aqueous liquids exceeding those previously recommended when using flowing afterglow mass
spectrometry (FA-MS) and selected ion flow tube mass spectrometry (SIFT-MS) (i.e. 1000 parts
per million, ppm), we have developed the theory of equilibrium isotopic composition of the product
ions on which these analytical methods are based to encompass much higher abundances of D
in water up to 10,000 ppm (equivalent to 1%). This has involved an understanding of the number
density distributions of the H, D, 16O, 17O and 18O isotopes in the isotopologues of H3O
+(H2O)3
hydrated ions (i.e. H9O4
+ cluster ions) at mass-to-charge ratios (m/z) of 73, 74 and 75, the relative
ion number densities of which represent the basis of FA-MS and SIFT-MS analyses of D
abundance. Specifically, an extended theory has been developed that accounts for the inclusion of
D atoms in the m/z 75 ions, which increasingly occurs as D abundance in the water is increased,
and which is used as a reference signal for the m/z 74 ions in the measurement of D abundance.
In order to investigate the efficacy of this theory, experimental measurements of deuterium
abundance in standard mixtures were made by the SIFT-MS technique using two similar
instruments and the results compared with the theory. It is demonstrated that the parameterization
of experimental data can be used to formulate a simple calculation algorithm for real-time SIFT-MS
measurements of D abundance to an accuracy of 1% below 1000 ppm and degrades to about 2%
at 10,000 ppm.
Key words: Deuterium abundance, Total body water, Selected ion flow tube mass spectrometry,
SIFT-MS, Stable isotopes
Introduction
Some 10 years ago we developed selected ion flow tubemass spectrometry (SIFT-MS) [1] and flowing afterglow
mass spectrometry (FA-MS) [2], methods with the specific
objective to determine in real time the abundance of
deuterium (D) in water vapour containing H2O, HDO and
D2O molecules (i.e. the ratio of the number of D atoms to
the total number of atoms of all hydrogen isotopes), from
which the D abundance in the associated liquid water phase
can be derived [2–4]. Research has focused on the measure-
ment of total body water (TBW) by analysing exhaled breath
for HDO following the ingestion of an accurate amount of
pure D2O, exploiting the principle of isotope dilution [4, 5].
Thus, the ingested D2O rapidly becomes HDO via fast
isotopic exchange with the abundant body water molecules
and after some time, typically 100 min, the HDO is
equilibrated throughout the body water, which is reflected
in its level in the exhaled water vapour. Thus, in a series
of longitudinal studies in close collaboration with our
nephrology colleagues led by S.J. Davies, we have success-
fully exploited FA-MS to determine the TBW in significant
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cohorts of healthy volunteers and in patients suffering from
renal disease who are being treated by haemodialysis and
peritoneal dialysis [6, 7]. This non-invasive, painless and
rapid approach to the measurement of TBW is proving to be
most valuable in nephrology.
The basic principle of FA-MS deuterium analysis is
simple, but there are details that need to be understood to
promote this method towards accurate analyses of D
abundance and these important details are given in a later
section. For the moment, the method is based on the creation
of a swarm of water cluster ions, H3O
+(H2O)3 (i.e. H9O4
+),
held in an inert support gas, usually helium, in the presence
of water molecules at a constant, known temperature, for
time periods sufficient to allow the D, 17O and 18O
isotopologues of these cluster ions to reach their thermal
equilibrium distribution. The abundance of D in the water
vapour introduced into the support gas is then obtained by
measuring the relative number densities of these isotopo-
logues using quantitative mass spectrometry, as explained
later. These isotopologue ions have mass-to-charge ratios
(m/z) of 73 (H9
16O4
+), 74 (H8D
16O4
+ and H9
16O3
17O+) and
75 (H9
16O3
18O+). More combinations are possible at m/z 75,
including H8D
16O3
17O+ and H7D2
16O4
+, but their expected
contributions are negligible (≪1%) at the natural abundances
of the minor isotopes D and 17O and for small D enrich-
ments. However, contributions of the last two ions can
become important if the number density of the HDO
molecules in the analyte vapour is high enough; even
isotopologue ions at m/z 76 can become significant at high
HDO levels. These enrichment phenomena are the major
focus of this paper in which we show how they can be
accounted for and how SIFT-MS in addition to FA-MS can
be used to accurately measure D abundances up to ten
thousands of parts per million in water vapour and hence in
liquid water using the appropriate vapour phase/liquid phase
partition coefficients.
SIFT-MS and FA-MS for Measurements
of D Abundance in Water Vapour
These analytical methods evolved from the well-known
selected ion flow tube and flowing afterglow, both fast flow
tube/quantitative mass spectrometric techniques that have
been used by us and others to study the kinetics of ion/
molecule reactions [8, 9] and recombination reactions [10].
Subsequently, these methods were adapted as the gas-phase
analytical mass spectrometric techniques SIFT-MS and FA-
MS. SIFT-MS has been used to measure trace gas concen-
trations in air samples down to the parts per billion (ppb)
level and below [11, 12] and is proving to be especially
valuable for on-line, real-time analyses of exhaled breath.
Our first exploratory studies on the measurement of the
deuterium abundance in water vapour were carried out using
an early SIFT-MS instrument of low sensitivity [1]. This
involved the selective injection of H3O
+ ions (formed in an
external microwave discharge) via an upstream quadrupole
mass filter into helium carrier gas and the introduction into
the carrier gas/ion swarm of water vapour (having an
abundance of D atoms, later described by R1) evolving from
the liquid water for which the deuterium abundance was to
be determined (later described as R1liq). Thus, the H3O
+ ions
are converted to their hydrated isotopologues referred to
above (i.e. water cluster ions at m/z values 73, 74 and 75). It
is then a matter of measuring accurately the relative count
rates of these ions and including them in the theoretical
analysis described below, whence the abundance of D in the
water vapour and then in the liquid water is determined.
These initial SIFT-MS studies confirmed the soundness of
this unique approach to D abundance measurements. Thus,
by using standard D2O/H2O mixtures the accuracy of
measurement was confirmed [1], but the precision was
found to be inadequate unless long integration times were
used, because of the low ion count rates (counts per second)
of the analytical m/z 73, 74 and 75 ions (typically 2×104 c/s
for m/z 73 ions and about 100 times lower for the m/z 75
ions) that could be created at the time of these initial studies
in the old SIFT-MS instrument. It was then necessary to re-
think the approach and this gave rise to our FA-MS method
[2–4].
In FA-MS the upstream mass filter that is standard in
SIFT-MS is absent and the precursor H3O
+ ions are formed
by a weak microwave discharge through the helium carrier
gas into which the water vapour to be analysed is introduced
[13]. This results in much larger count rates of typically 2×
106 c/s for m/z 73 ions and typically 104 c/s for m/z 74 and
75 ions with a subsequent increase in the precision of the D
abundance measurements reaching the desired 1% and better
[3, 14]. This allowed the TBW in human subjects to be
determined to a comparable precision and accuracy (but see
the important proviso and development described in the next
paragraph). Much work in the measurement of TBW has
been accomplished in collaboration with our clinical
colleagues using FA-MS [5–7, 15–17]. However, this
method does have a weakness in that by avoiding the
upstream mass filter and directly discharging the helium
carrier gas/water vapour mixture (which inevitably contains
traces of air), ions like NO+ and O2
+ are formed in addition
to H3O
+ and its hydrates. These NO+ and O2
+ ions can
undergo reactions with trace gases in the air/water vapour
sample to be analysed, especially when the analyte is
exhaled breath that contains carbon dioxide and many trace
organic metabolite molecules, and these ill-defined ternary
association reactions can produce “rogue ions” at the same
m/z value as the analytical m/z 73, 74 and 75 ions that can
diminish the accuracy of the determination of abundance of
D. Whilst the influence of this interference can be minimized
by software corrections, it is obviously undesirable. Fortu-
nately, as we see below, the new generations of SIFT-MS
instruments have much higher sensitivities implying that
much greater count rates of injected H3O
+ ions can be
produced and so it is now possible to revert back to SIFT-
MS and achieve the required precision and accuracy of
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measurements of D abundance, as is demonstrated by the
results of the calibration experiments presented later.
Now an important technical aspect of SIFT-MS and FA-
MS measurements must be explained. The count rate of the
ions at m/z 73 typically approaches 106 c/s, which is more
than 100 times larger than those at m/z 74 and 75. Clearly,
for a measurement of the D/H ratio to an accuracy of 1% or
better, the ion detectors (usually electron multipliers with
single or multiple channels or with discrete dynodes) should
be capable of measuring—to a similar accuracy—ions count
rates at m/z 73 of 106 c/s and also those of the m/z 74 and
75 at count rates of typically (4–10)×103 c/s. The statistical
uncertainty in determining the lower count rates of the m/z
74 and 75 ions can be decreased, and hence the precision of
the measurements can be increased, by counting these ions
for increasing time periods; single breath exhalations can be
sustained for several seconds which is sufficient to realize
good precision. However, the response of most detectors is
not sufficiently fast that the high counts per second at m/z
73 can be measured to the required accuracy. The solution to
this problem is to avoid measurement of m/z 73 and to
measure accurately the count rate of the isotopologue at m/z
75 as a reference signal, assuming this to be independent of
the deuterium abundance in the sample water vapour. Then
the deuterium abundance can be obtained from simultaneous
accurate measurements of the relative count rates of the m/z
74 and 75 ions. Details of this approach are given in
previous papers [2–4] and briefly summarized below.
The count rates at m/z 74 and 75 currently attainable by
SIFT-MS are ideal for the available multipliers to handle and
so measurement precision can be achieved. However, this
approach does require that a correct value of the isotopic
abundance of 18O be adopted and it is also assumed that the
m/z 75 ion consists only of H9
16O3
18O+ ions (i.e. they
contain just one 18O atom and an insignificant fraction of D
atoms). We have shown that these requirements are met
when the deuterium abundance in the water vapour to be
analysed is less than 1000 ppm and using FA-MS in this
regime we have made many measurements on TBW in
healthy controls and dialysis patients that demonstrate its
validity [5–7]. But above about 1000 ppm an increasing
fraction of the m/z 75 ions become populated with a single
D atom in combination with a single 17O atom and/or two D
atoms (see Figure 1 later), and this added complication must
then be taken into account in order to obtain accurate
deuterium abundances. In some applications of isotopic
dilution, restricted volumes of water are involved and this
results in a need for measurements of deuterium abundance
in water at several thousand parts per million. Thus, it has
become necessary to consider the extension of the theoretical
analysis underlying the analytical methods. This has also
demanded an experimental check on the efficacy of the
extended theory using standard solutions of deuterated
water. The comparison of this new theory and experiment
is reported below and the approach to accurate measure-
ments of deuterium abundance in water vapour at levels
from 1000 ppm up to 10,000 ppm is indicated. So, in
summary, the goal of this work is to find an empirical
expression for the vapour phase D abundance (R1) in terms
of the known oxygen isotopic abundances and the ratio of
the measured m/z 74 and 75 peak heights in the mass
spectrum.
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Figure 1. The SIFT-MS mass spectrum (counts per second, c/s against ion mass-to-charge ratio, m/z) obtained for a standard
mixture enriched to an R1liq of 5539 ppm. The observed isotopologues of the trihydrate of H3O
+ are indicated in the inset
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Theoretical Considerations
The SIFT-MS and FA-MS methods for the determination of
deuterium abundance in water vapour are based on the fact
that deuterium/hydrogen isotope exchange is facile between
the trihydrate hydronium ion H3O
+(H2O)3 (i.e. H9O4
+) and
HDO in the gas phase, because there are no significant
energy barriers and the enthalpy change is very small [18] in
the isotope-exchange reactions:
H9O4
þ m z= 73ð Þ þ HDO6H8DO4þ m z= 74ð Þ þ H2O
ð1Þ
As indicated, the reaction can proceed in both directions and
dynamic equilibrium amongst the reacting ions is rapidly
established at room temperature in the helium support gas of
SIFT-MS. Then the distribution of the reacting ions is totally
determined by the statistics of the isotope-exchange reactions
and it is on this premise that the analysis below is based.
Further details are given in previous papers [1, 2]. A typical
mass spectrum obtained by using SIFT-MS when the vapour
above natural water enriched in HDO by the addition of D2O is
introduced into an H3O
+ ion swarm is shown in Figure 1. Note
the obvious presence of the isotopologues of the H3O
+(H2O)0–3
cluster ions and the expansion of the spectrum around m/z 73
to 76 indicating the nature of these important isotopologue
ions around which much of the discussion below revolves.
Thus, the ions at m/z 75 are predominantly H9
16O3
18O+, but at
high HDO concentrations H8D
16O3
17O+ and H7D2
16O4
+
become significant contributors. Given the known abundances
[19, 20] of the 17O (R2=0.00387) and
18O (R3=0.0198) in
natural water, the contributions of these various isotopologues
can be predicted statistically for varying abundance of D (= R1)
in the water vapour. Note that R1 is proportional to the D
abundance in the liquid water fromwhich the vapour is derived
and they are related by the known, temperature-dependent,
partition coefficient of HDO between the liquid and vapour
phases [21].
The equilibrium fractions (I) of each isotopologue ion at
m/z 75 (H9
16O3
18O+, H8D
16O3
17O+ and H7D2
16O4
+) within
the total of all possible H9O4
+ isotopologues can be
expressed as:
I H169 O
18
3 O
þ  ¼ 4 1 R1ð Þ9 1 R2  R3ð Þ3R3 ð2Þ
I H8D
16O173 O
þ  ¼ 36 1 R1ð Þ8R1 1 R2  R3ð Þ3R2 ð3Þ
I H7D
16
2 O
þ
4
  ¼ 36 1 R1ð Þ7R21 1 R2  R3ð Þ4 ð4Þ
Here, the (1−R1) factors correspond to the abundance
of the major 1H isotopes amongst all hydrogen atoms and
the (1−R2−R3) factors correspond to the abundance of
16O amongst all O atoms. Four and 36 are the numbers of
different combinations of atomic positions contributing to
the specific isotopologues. The exponents directly corre-
spond to the number of atoms of the given isotope in the
molecular ion. To repeat, these equations are derived by
assuming there are insignificant enthalpy changes in all
these isotope-exchange reactions and that the equations
only describe truly statistical mixing of isotopes in the
ions. A graphical representation of the equilibrium
fractions calculated from Equations (2) to (4) are shown
in Figure 2a.
The insets in this figure indicate the variations in the
equilibrium fractions of the H9
16O3
18O+ and H7D2
16O4
+
isotopologues at deuterium abundances below 1000 ppm
for which previous work has shown that m/z 75 is a
reliable reference level for measurements of D abundance
[3]. Whilst there clearly is a diminution of the H9
16O3
18O
+ fraction with increasing R1, it is less than 0.5% of the
initial (zero D/H) fraction, as indicated previously.
Similarly, the increase in the fraction of the doubly
deuterated ion H7D2
16O4
+ is commensurately small and
so the total signal of m/z 75 can be considered to be devoid
of the H7D2
16O4
+ ions at these low R1 values. However,
major changes of the nature of the m/z 75 isotopologues
occur with increasing R1, the H7D2
16O4
+ becoming an in-
creasing fraction and the H9
16O3
18O+ becoming a decreasing
fraction, and the total ion signal at m/z 75 (also indicated in
Figure 1a) significantly increases. Obviously, this needs to
be accounted for if m/z 75 is to be used as a reference for
measurements of R1 in the range from 1000 to 11,000 ppm,
as described below.
A similar analysis, again taken relative to the total ion
signal intensity of all H9O4
+ ions, can be made for the two
isotopologues contributing to m/z 74 (see Figure 1) as:
I H169 O
17
3 O
þ  ¼ 4 1 R1ð Þ9 1 R2  R3ð Þ3R2 ð5Þ
I H8D
16Oþ4
  ¼ 9 1 R1ð Þ8R1 1 R2  R3ð Þ4 ð6Þ
The results of this analysis are graphically represented
in Figure 2b. The inset shows the variation of the
H9
16O3
17O+ fraction as calculated from Equation (5),
which is about 0.15% and decreases only slightly even
at much higher R1. Obviously, the fraction of H8D
16O4
+
will proportionately increase with increasing R1 (this is
the principle on which the measurement of R1 depends!)
reaching close to 10% at the highest R1 considered, as
calculated from Equation (6) and shown in Figure 2b. The
total ion counts at m/z 74 are also shown, as obtained by
simply summing the contributions of the two isotopo-
logues, indicating the diminishing but still significant
contribution of H9
16O3
17O+ at high R1.
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Now it is possible to write a rigorous equation relating the
observed ratio of equilibrium ion densities at m/z 74 to m/z
75, which we designate Q=[74]/[75] (see [2, 3]) as:
Q ¼ 9R1 1 R1ð Þ 1 R2  R3ð Þ þ 4 1 R1ð Þ
2R2
4 1 R1ð Þ2R3 þ 36R1 1 R1ð ÞR2 þ 36R21 1 R2  R3ð Þ
ð7Þ
This rigorous equation can be compared with the
approximate equation used previously in routine FA-MS
analyses [2, 3]:
Q ¼ 9R1 þ 4R2ð Þ=4R3 ð8Þ
In the range of R1 up to 0.001 (i.e. D abundance of
1000 ppm) the difference in Q derived from Equations (7)
and (8) is less than 0.5%, but for higher R1 the discrepancy
becomes very significant. Note that the linear relation
between Q and R1 given by Equation (8) can easily be
implemented for the analysis of R1, and it is this that has
been adopted for all our previous on-line, real-time measure-
ments of R1 in the water vapour above aqueous liquids and
in exhaled breath [2, 3, 13]. However, the use of the exact
Equation (7) involves the solution of a complex quadratic
equation, which is feasible analytically, but more compli-
cated to implement. Thus, it is desirable to formulate and
parameterize a practical expression or algorithm for deriving
R1 from the measured Q obtained for R1 values above
1000 ppm where Equation (8) would lead to significant
errors. Such an expression will be presented later (as
Equation 9) after discussing the experimental results.
So Equation 7, together with experimental measurement
of Q, can be used to determine R1 above 1000 ppm. But
clearly it is essential to check experimentally the efficacy of
this theoretical analysis by using prepared standard mixtures
of deuterated water with known R1. The results obtained
from such experiments are reported in the next section.
Experimental Work and Comparison
with Theory
Materials and Methods
These experiments were conducted by using two SIFT-MS
instruments of the latest generation in Prague (Profile 3
manufactured by Instrument Science Limited, Crewe, UK)
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Figure 2. The percentages (I) of the minor isotopologues of H9O4
+ ions from the total concentration of all possible
isotopologues calculated as a function of R1, the equilibrium abundance of D in the water vapour in the helium carrier gas, as
calculated by using Eqs. (2) to (6). (a) Contributions to the total count rate at m/z 75. The contributions of the D2 and D
17O
isotopologues increase with R1 increases but both are insignificant below 1000 ppm. (b) Contributions to the total count rate at
m/z 74. The 17O isotopologue is important below R1 of 1000 ppm but decreases at higher abundances of D. Vertical arrows
indicate the value R1=144 ppm corresponding to natural abundance of D in water R1liq=156 ppm
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and at Keele (SIFT-MS instrument manufactured by Trans
Spectra Limited, Newcastle-under-Lyme, UK) that realize
close to 106 c/s of the m/z 73 H9O4
+ ions [12, 22, 23]. The
flow rate of sampled air was configured such that the flow
tube pressure in the absence of He carrier gas was about
0.15 Torr and then the experiments were carried out with
total flow tube pressure of sample and carrier gas of about
1 Torr. Two separate approaches were carried out to
experimentally determine the dependence of Q on the
deuterium enrichment of tap water. In one approach (Prague)
a number of standard mixtures were prepared volumetrically,
either by adding constant amounts of D2O (99.9% purity,
Isotech Inc., USA) to a known volume of tap water or by
sequential factoring of two dilutions of a known “mother
solution” (10,000 ppm). The equilibration time for each
sample was at least 60 min at room temperature (22 °C) to
allow for the D2O/H2O isotope-exchange reaction (equili-
bration) times [24]. Our preliminary experiments have
shown that an approach to equilibrium mixing can be
observed during the first 10 min following the addition of
pure D2O to tap water. In a second approach (Keele) the
gravimetric method was used in which accurately weighed
amounts of D2O were added to accurately weighed amounts
of tap water.
The prepared samples were placed in bottles sealed by
septa and the liquid water/water vapour headspace (in
atmospheric air) was allowed to equilibrate at a constant
temperature of 20 °C for a few minutes. The septa were then
pierced by a needle connected to the sample inlet line of the
SIFT-MS instrument when the headspace air/water vapour
mixture flowed into the helium carrier gas into which H3O
+
ions had been selectively injected. Thus, hydration of the
H3O
+ rapidly occurred and the isotope-exchange reactions
indicated in Equation (1) proceeded to equilibrium. Hence,
the count rates of the m/z 74 and 75 ions were accurately
measured (each at four different positions on the peak
produced by quadrupole mass spectrometer, see [2]), whence
the Q values were calculated as the count rate ratio [74]/[75].
At the onset it is essential to understand that it is tacitly
assumed that ion number densities of the various ions in the
helium carrier gas of the SIFT-MS (to which the analytical
equations above relate) are directly related to their count
rates as detected by the analytical mass spectrometer. This is
only true if there is no discrimination in the mass
spectrometer sampling/detection system between the analyt-
ical ions at m/z 74 and 75. We consider this to be a valid
assumption and this is discussed further in [23].
Results
The results are shown in Figure 3a as the dependence of the
experimentally determined Q on the known R1liq in the
standard samples. The data points from the two independent
experiments in Prague and Keele are shown and the
continuous solid line is a result of theory using Equation (7)
after converting R1liq to R1 using the known partition
coefficient K1=0.92 between liquid and vapour concentra-
tions of HDO at 20 °C [21], while the dashed line represents
the previously used linear relation (Equation 8). The inset is
the plot of the experimental points obtained below R1liq=
1400 ppm, which is closely linear and shows agreement
between experiment and the theory to within 1%, as we have
previously shown for both FA-MS data [3] and the very
early SIFT-MS data [1]. However, the departure from
linearity at the highest R1liq values is stark, the difference
between the experimental values of Q and those predicted by
the simple theory reaching 2% at 2000 ppm, 10% at 5000 ppm
and 30% at 10,000 ppm. But the theoretical curve forQ against
R1liq derived by using the precise Equation (7) closely matches
the experimental results in both form and magnitude. So the
theory properly accounts for the changing composition of the
m/z 74 and especially of the major changes that occur in the
composition of m/z 75 with increasing R1. At the largest D
abundances investigated (about 10,000 ppm) there is about 3%
difference between the experimental and theoretical values of
the ratio Q, and both differ from the result of the simple
Equation (8) by about 30%.
On the basis of these experimental results it is now
possible to parameterize a correction that must be applied to
the results calculated by using Equation (8) in order to
obtain accurate values of R1 from experimentally measured
Q values, as
R1 ¼ 4 R3Q R2ð Þ=9
1 0:0061 Q 0:19ð Þ2 ð9Þ
The numerator in Equation (9) represents the solution to
Equation (8) with respect to R1 and the denominator is a
parameterized correction factor obtained by a least-squares
fit through the experimental data points. It is important to
note here that the unknown R1 value itself cannot be used as
a variable in the parameterization if a straightforward (not
iterative) calculation algorithm is to be proposed.
Figure 3b shows a plot of the expected values of R1liq
(standard mixtures) and those derived by using Equation (9)
together with the known partition coefficient K1=0.92 [21].
Note that using this simple correction in Equation (9), one
achieves excellent linearity and near perfect agreement
between the measured and expected R1liq and also that the
correction does not greatly influence the values within the
low D abundance range up to 1300 ppm (actually the
correction at 1000 ppm amounts to only 0.7%). Because
Equation (9) is based on the fit through the experimental
data and not the theoretical predictions, it negates the 3%
difference between theory and experiment mentioned above.
Note also that for increasing R1liq the measurements become
less precise, because a given error in the experimental Q is
projected as an increasingly larger error in the derived R1liq.
An error analysis of Equation (9) shows that a 1% error in
the measured Q corresponds at 1000 ppm to a 1.1% error in
R1liq, but at 10,000 ppm this error is 2%. At even higher
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deuterium concentrations the variation of Q with R1liq is
more gradual and so the present method of measurement of
R1 cannot be used reliably, because information on m/z 76
ions (see Figure 1) or even higher m/z ions would have to be
included, which would seriously complicate the analysis
with the consequent reduction in precision and accuracy.
Discussion and Concluding Remarks
The critical message to be taken from these results is that the
experiments show that the theory described by Equations (2)
through (7) closely models the statistics of the isotope-exchange
reactions and so within the stated uncertainty it can be used in
association with experimental Q measurements obtained by
SIFT-MS to accurately determine deuterium abundances up to
levels up to 10,000 ppm, as was intended in this work. This is
remarkable in view of the complexity of the ion chemistry and
the many isotope-exchange reactions involved. In fact, the
situation in detail is even more complex than we have described.
Inspection of the SIFT-MS spectrum shown in Figure 1 obtained
for water vapour enriched to D abundance of about 5000 ppm
reveals the presence of ions at m/z 76, which we have not
included in our analysis because it would add another degree of
complexity. At this point, we conclude that the theory has been
taken as far as is sensible and if it is to be used in association with
Q measurements to determine D/H values around 10,000 ppm
then an uncertainty of about 3% would have to be accepted. The
small discrepancy between the statistical theory and the
experimental results may be related to small enthalpy changes
in reaction (1) or in its analogue involving incorporation of a
second D atom into the product ions. However, a bona fide
approach, which bypasses the need for even more complex
theory, is to curve fit (parameterize) the experimental data
obtained by using standard mixtures, as is shown in Figure 3b.
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Figure 3. (a) Experimentally determined Q=[74]/[75] as a function of the known R1liq in standard mixtures. The solid circles are
the results of measurements of gravimetrically prepared mixtures (Keele instrument), the open triangles are results from
volumetrically prepared mixtures obtained by using incremental additions and the open squares are results from volumetric
mixtures obtained by sequential dilutions (Prague instrument). The solid line is the value of Q predicted by the theoretical Eq. (7)
and the dashed line corresponds to the previously used approximate Eq. (8). (b) R1liq values derived from measured Q values
using the new empirical Eq. (9) with a correction factor 1/[1−0.0061(Q−0.19)2] obtained by fitting the data from (a), which shows
the good agreement with the expected standard mixture values
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The statistical theory serves as a solid foundation and
qualitatively explains the sources of non-linearity; the exper-
imental calibration is used to enhance the accuracy of measure-
ment beyond the limits imposed by the necessary and inherent
assumptions. This approach allows R1 values above 1000 ppm
and up to 10,000 ppm to be determined to better than 2% by
using SIFT-MS.
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a b s t r a c t
A study of the reactions of H3O+, NO+ and O2+ ions with two groups of four isobaric, biologically active
compounds with molecular weights, MW, of 86u and 88u has been carried out using the selected ion ﬂow
tube, SIFT, technique in preparation for the analyses of these compounds in the headspace of bacterial
and cell cultures using SIFT-MS. These compounds are: MW 86u: 2,3 butanedione (diacetyl), C4H6O2;
allyl ethyl ether, C5H10O, cyclopropane carboxylic acid, C4H6O2: -butyrolactone, C4H6O2. MW 88u: 3-
hydroxybutanone (acetoin), C4H8O2; n-butyric acid, C4H8O2; ethyl acetate, C4H8O2; pyruvic acid, C3H4O3.
All 24 reactions proceed at the gas kinetic rate, the dominant primary product ions of the H3O+ reactions
being the protonated reactant molecules, MH+ with a common mass-to-charge ratio, m/z, in each group
of isobaric compounds; those of the NO+ reactions being the adduct ions, NO+M, also with a common m/z
value; for the O2+ ion reactions, fragmentation ions of the nascent parent ion M+ are produced. SIFT-MS
analysis of each compound individually is straightforward, but when more than one isobaric compound
is present, SIFT-MS analyses become more challenging. However, hydration of some, but not all, of the
primary MH+ and NO+M primary ions occurs, variously generating MH+(H2O)1,2 and NO+MH2O ions,
and the occurrence/non-occurrence of these hydrates can assist in distinguishing between some of the
isobaric compounds. From the kinetic data obtained in this study, the required SIFT-MS kinetics library
entries for each compound can be constructed that allow their quantiﬁcation. As an example, SIFT-MS
spectra are presented relating to the analysis of the headspace of incubated yoghurt, which show the
le orgpresence of several volati
. Introduction
Since its inception, selected ion ﬂow tube mass spectrometry,
IFT-MS, [1–3] has been applied to the analysis of many gas phase
edia, notably humid exhaled breath and urine headspace, aimed
t clinical diagnosis and therapeutic monitoring [4], bacterial cul-
ures in medicine [5] and food and foods ﬂavours [6,7]. In essence,
his often requires the detection and quantiﬁcation of a wide range
f volatile organic compounds, VOCs, present in humid air at con-
entrations down to parts-per-billion by volume, ppbv. A major
bjective in the development of SIFT-MS has been to facilitate real
ime analyses of VOCs present in exhaled breath and those emitted
rom aqueous solutions and moist samples such as food products,
bviating sample collection and manipulation with subsequent
nalysis, procedures that can compromise the samples. The grow-
∗ Corresponding author at: J. Heyrovsky´ Institute of Physical Chemistry, Academy
f Sciences of the Czech Republic, Dolejsˇkova 3, 182 23, Prague 8, Czech Republic.
el.: +420 266052112; fax: +420 286582307.
E-mail addresses: patrik.spanel@jh-inst.cas.cz, spanel@seznam.cz (P. Sˇpaneˇl).
387-3806/$ – see front matter © 2011 Elsevier B.V. All rights reserved.
oi:10.1016/j.ijms.2011.01.005anic compounds, including acetoin and diacetyl.
© 2011 Elsevier B.V. All rights reserved.
ing literature on SIFT-MS studies demonstrates its unique utility,
especially for breath analysis, as summarised in our recent reviews
[2,8,9].
An essential requirement for SIFT-MS is an extensive kinet-
ics library of rate coefﬁcients and product ions for the gas phase
reactions of the available precursor ions H3O+, NO+ and O2+ with
a wide variety of VOCs that are present in naturally occurring
media, because it is on these reactions that the analytical technique
depends, especially accurate quantiﬁcation [10]. We and others
(see [11,12] and references therein) have given a great deal of
time and effort to building and continuously extending the SIFT-
MS kinetics library, by supplementing it as gas analysis is extended
to encompass different areas of research and the monitoring of,
for example, food freshness via VOC emissions when an increasing
number of compounds are detected that need to be quantiﬁed [13].
In general, the media of interest are humid, in the case of exhaled
breath it is saturated with water vapour at about 6% absolute
humidity. Because of the presence of water vapour in the samples
to be analysed, the H3O+, NO+ and O2+ precursor ions used for the
analysis are partially converted to their hydrates H3O+(H2O)1,2,3,
NO+(H2O)1,2 andO2+(H2O)1,2, by sequencesof three-body reactions
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14,15] and if these hydrates are not accounted for then erro-
eous analyses will result. Equally important is that the reactions
f these hydrated ions with the trace compounds, M, can produce
ydrated ions like MH+(H2O)1,2,3 and NO+MH2O and these must
e recognised and included in the total of characteristic product
ons for accurate analyses [10,14]. Furthermore, the primary prod-
cts of the analytical reactions, especially MH+ ions, can undergo
irect three-body association with H2O molecules again producing
H+(H2O)1,2,3 ions. Therefore, when studying these ion/molecule
eactions with a view to establishing SIFT-MS library entries, it is
ssential in the presence of water molecules (humid samples) to
ecord all the products of the reactions, obviously including the
rimary products of the precursor ion reactions with M and also
he hydrated product ions that form from them.
In our laboratories at Keele and Prague, not least prompted by
ur collaborations with local clinicians and groups in other univer-
ities and research institutes, we have initiated studies of the VOC
missions from cell cultures [16], bacterial cultures and processed
ultures such as yoghurt, fermented meat [7], alcoholic beverages
17], and compounds involved in other biochemistries both in vitro
nd in vivo. In these endeavours, we are constantly recognising
OCs that we need to analyse for which SIFT-MS library entries
re not yet available. Thus, we have seen that, for us, there are
ew compounds being observed for which kinetics library entries
re required if they are to be analysed by SIFT-MS. We are also
eeing that some of these biochemically related compounds have
he same nominal molecular weight, MW, (isobaric compounds)
nd then the challenge is to identify them via the characteristic
roduct ions that are likely to form using the available precursor
ons in SIFT-MS. The essential points to recognise are that there
s no pre-separation of trace compounds prior to analysis in SIFT-
S (as there is in GC–MS) and that the resolution of the analytical
ass spectrometers on current SIFT-MS instruments is not sufﬁ-
iently high to obtain fractional mass-to-charge ratios, m/z. Thus,
o progress this analytical method, it is necessary to carry out a
etailed study of the product ions of the reactions of such isobaric
ompounds with the SIFT-MS precursor ions in order to explore
his potentially confounding ion chemistry and to see if differing
haracteristic product ions are formed with the three precursor ion
pecies thatmightallowtheseparate identiﬁcationof these isobaric
ompounds.
.1. Compounds of interest
The compounds of interest in this study together with their
olecular weights, MW, and their molecular formulae are the fol-
owing: (see Table 1)
MW 88u: 3-hydroxybutanone (acetoin), C4H8O2; n-butyric acid,
4H8O2; ethyl acetate, C4H8O2; pyruvic acid, C3H4O3
MW 86u: 2,3 butanedione (diacetyl), C4H6O2; allyl ethyl ether,
5H10O, cyclopropane carboxylic acid, C4H6O2: -butyrolactone,
4H6O2
Note that three of the four isobaric compounds in each of the
wo groups have the same molecular formula. The structural for-
ula of each compound is given below in Tables 2 and 3. The
elected ion ﬂow tube, SIFT, technique was used previously to pro-
ide the basic kinetic data for the reactions of ﬁve of these eight
ompounds in support of the earliest SIFT-MS work [18–21], but in
hoseearlymeasurements thehydrated ions referred toabovewere
ot reported; this is now considered essential for accurate SIFT-MS
nalyses of humid samples andwepay someattention to this in this
tudy. In general, the primary product ions of the reactions seen in
he present studies conform to the results obtained previously, as
ill be remarked upon later when discussing the results. The new
ompounds not studied previously are acetoin, pyruvic acid and
yclopropane carboxylic acid.ass Spectrometry 303 (2011) 81–89
Acetoin is a used as an external energy store by a number of
fermenting bacteria [22]. Along with diacetyl [23], it is one of
the compounds giving butter its characteristic ﬂavour. Acetoin is
present inmany fruits andvegetables and isusedas foodﬂavouring.
Both compounds are quite volatile, the vapour having a pleasant
odourandshould readilybedetectedusingSIFT-MS.Theyareadded
to margarine to give it a buttery ﬂavour. Their molecular struc-
tures are sufﬁciently different (see Tables 2 and 3) suggesting that
their chemistry may be sufﬁciently different to provide a means
to distinguish between them by SIFT-MS. The structural isomeric
compounds acetoin, ethyl acetate and butyric acid are also emitted
from natural products including ripe fruit [24]. When these com-
pounds coexist it will be a challenge to distinguish between them;
to explore this is an objective of the study described here.
Pyruvic acid (in solution, its anion usually referred to as pyru-
vate) is the simplest volatile alpha-keto acid and there are three
active centres (see Table 2). For this alone its ion chemistry is
worthy of study. Pyruvate is an important chemical compound in
biochemistry. It is the output of the metabolism of glucose, viz.
glycolysis, which provides energy for an organism; the detailed
chemistry is described by the Krebs cycle [25]. -Butyrolactone (or
GBL) is oftenusedasanaromacompound. Inhumans it acts as apro-
drug for -hydroxybutyrate, GHB, a naturally occurring substance
found in the central nervous system and in almost all animals in
small amounts, and is a component of some wines, beef, and small
citrus fruits. GBL is also categorized as an illegal drug inmany coun-
tries and it is used as a recreational intoxicant. Both pyruvic acid
andGBL are volatile andmight be detectable in the gas phase above
natural products using SIFT-MS. Hence, the reason for studying the
ion chemistry of these and the other six compounds listed above
and given in Tables 2 and 3.
2. Experimental
Selected ion ﬂow tube mass spectrometry, SIFT-MS, has been
developed principally for the rapid, real time analysis of trace gases
in air and exhaled breath [1,16]. The need for kinetic data on the
reactions of the available precursor ions, H3O+, NO+ and O2+, with
any compound to be analysed is explained in detail in our previous
review papers [2,3] and the method of quantiﬁcation of trace com-
pounds in humid air, including the involvement of water vapour in
the ion chemistry, is treated in detail in two recent papers [10,26].
The currently used, most highly developed SIFT-MS instrument is
the Proﬁle 3 [26,27]. This analytical instrument can equally well
be used as a SIFT instrument for the study of ion/molecule reac-
tions under the very conditions that pertain to SIFT-MS, and it is the
Proﬁle 3 instrument (Instrument Science Limited, Crewe, UK) that
was used for the present study. The precursor ions are formed in a
microwave discharge source and the H3O+, NO+ and O2+ ions can
be individually selected and injected into ﬂowing helium carrier
gas where they are convected along the ﬂow tube as a thermalised
swarm. These three ion species can also be injected together into
the helium carrier gas by drastically lowering the resolution of the
upstreammass ﬁlter, as is needed to determine the rate coefﬁcients
for the ion/molecule reactions (see below).
In order to identify the products of the reaction of each
precursor ion with those neutral compounds (purchased from
Sigma–Aldrich) included in this study, it is only necessary to inject
the precursor ions and then to offer up the vapour of the solid or liq-
uid present in the small compound container to the sampling port
of the instrument, ensuring only that the ﬂow rate of the sample of
laboratory air/compound vapour is low enough that the fractional
loss of precursor ions does not exceed a fewpercent (as required for
any SIFT-MS analysis [10]). Then the downstream analytical mass
spectrometer is operated in the full scan (FS) mode over a range of
mass-to-charge-ratio, m/z, to encompass all precursor and product
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ons and their hydrates and for a sufﬁcient number of full scans to
nsure appreciable count rates of all ions in the spectrum. In prac-
ice, 3 scans of 20 s duration is all that was required to accumulate
ata that allowed accurate product branching ratios to be obtained
rom the signal intensities of each ion on the spectrum. By target-
ng the known product ions using the multi-ion monitoring (MIM)
ode of the SIFT-MS instrument, more accurate product ion distri-
utions are obtained if required [3]. In the current instrument, the
roduct ion intensities are corrected for mass discrimination and
ifferential diffusion effects [26],which if ignored can seriously dis-
ort product ion ratios, especially when their m/z values are widely
ifferent.
Additional to these compound vapour analyses, and cognisant
hat most of the compounds included in this study would be
ncountered in the liquid phase, we chose to dissolve these com-
ounds in water to explore their stability in the dissolved state, by
nalysing the headspace of the air/water vapour/compound vapour
hat developed above 50ml of the solution contained in a glass bot-
le of volume about 200ml sealedwith a septumat about 20 ◦C. The
eadspace was sampled by puncturing the septa with a hypoder-
ic needle coupled directly to the input port of the instrument.
he molar concentrations of the solutions were chosen empirically
uch that sufﬁcient concentrations of the VOCs were established
bove the solution; these concentrations are given inTables 2 and3.
hese vary, principally due to the differing Henry’s Law (partition)
oefﬁcients of these compounds in aqueous solution. This solution
pproach was further prompted because acetoin existed as a mix-
ure of its monomer and dimer, both of which are partially volatile
nd so the evolving vapour consists of a mixture of monomer and
imer molecules; more is said about this when discussing the reac-
ions of acetoin. Concerning the pyruvic acid measurements, we
ound it beneﬁcial to acidify theaqueous solutionwithhydrochloric
cid in order to enhance the partition of this weaker fatty acid into
he vapour phase, but this approach had interesting consequences,
s described and discussed later. An added beneﬁt of these solu-
ion studies was that the headspace sample was more humid than
hat of the lab air/compound vapour sample and so the hydrates
f the product ions were more clearly deﬁned on the SIFT spectra
nsuring their positive detection. From these data the three-body
ate coefﬁcients for the formation of the monohydrates of the pri-
ary product ions were determined, as described later. Finally, a
ote of caution; if either the supplied compounds contain volatile
mpurities or if partial hydrolysis occurs in solution togeneratenew
olatile compounds, then these may be seen at relatively high lev-
ls in the headspace of the solutions should they be more readily
e partitioned into the vapour phase than is the major compound
f interest.Todetermine the rate coefﬁcients for the reactionsof theprecur-
or ions with each compound, the vapour above its liquid/solid was
ntroduced into the helium at sufﬁciently high ﬂow rates to reduce
he precursor ion count rates at the downstream mass spectrom-
ter by about an order-of-magnitude or more [28]. Then plots of
able 1
he collisional rate coefﬁcients, kc , given in square brackets, for the reactions of H3O+, N
olecular mass 86u, as calculated using their polarisabilities, ˛, and their permanent dip
ith experimentally derived rate coefﬁcients, k, for the NO+ and O2+reactions; see the tex
Compound m (u) ˛ (10−24 cm3)
3-Hydroxybutanone 88 8.8*
n-Butyric acid 10
Ethyl acetate 9.7
Pyruvic acid 6.6a
2,3-Butanedione 86 8.2
Allyl ethyl ether 10.7
Cyclopropane carboxylic acid 10
-Butyrolactone 8.5ss Spectrometry 303 (2011) 81–89 83
the decay rates of the three precursor ions were constructed, and
assuming that the rate coefﬁcient of the exothermic proton transfer
reactions of H3O+ ions with all the eight compounds are collisional,
then the rate coefﬁcients for the NO+ and O2+ ions can be obtained
from the relative decay rates of these ions. This procedure has been
justiﬁed and explained in detail in previous publications [18–20].
In this way, the rate coefﬁcients for the reactions of H3O+, NO+ and
O2+ have been determined with many types of compounds and
thus a large kinetics library has been built up in support of SIFT-MS
analyses (see [2,3] and the references therein).
3. Results and discussion
The collected data obtained in this study are given in four tables.
Table 1 gives the two-body (binary) rate coefﬁcients and the effec-
tive two-body rate coefﬁcients for the primary reactions of the
H3O+, NO+ and O2+ ions with the 8 compounds, M, involved in
this study. Tables 2 and 3 present the data on the primary prod-
uct ion distributions for the primary ion/molecule reactions, also
indicating which of these primary products form hydrates, and
Table 4 gives the derived three-body (ternary) rate coefﬁcients for
the association reactions of the protonated compounds, MH+, with
H2O molecules.
3.1. Binary rate coefﬁcients
The proton afﬁnities of all eight compounds generously exceed
that of the water molecule and so proton transfer between H3O+
and all eight compounds, M, is exothermic. So, as noted previ-
ously, it can be assumed that the rate coefﬁcients, k, for these
exothermic proton transfer reactions proceed at the collisional rate
described by the collisional rate coefﬁcient kc [29]. The latter can
be calculated according to the formulation given previously [30]
if both the permanent dipole moment and the electric polarisabil-
ity of the reactant molecule are known or if these parameters can
be estimated as was needed for both acetoin and pyruvic acid.
Using these physical parameters, the kc values for the NO+ and
O2+ reactions can also be calculated; these kc values are given in
parentheses in Table 1 for the total of 24 reactions. Also given are
the experimentally derived k values for the NO+ and O2+ by the
approach outlined in the previous section, where it can be seen
that all these k values are very close to their respective kc values.
Thus, there are no inefﬁcient reactions in this group of 24, which
means that they can all be useful, in principle, for SIFT-MS anal-
ysis of these 8 compounds. These k values are used to constructin this paper. The k values obtained in this study are in excellent
agreement with those determined in previous SIFT studies for n-
butyric acid, ethyl acetate [19], diacetyl [18], allyl ethyl ether [20]
and -butyrolactone [21], as are the observed products of these
reactions.
O+ and O2+ with four isobaric compounds of molecular mass (m) 88u, and four of
ole moments, , [39] in the formulation given by Su and Chesnavich [30] together
t and [18] for further explanation.
 (D) [kc] (H3O+) k [kc] (NO+) k [kc] (O2+)
2.6 [3.7] 3.0 [3.1] 3.4 [3.0]
1.8 [3.0] 2.4 [2.5] 2.6 [2.4]
1.8 [2.9] 2.3 [2.4] 2.5 [2.4]
2.3 [3.2] 2.1 [2.7] 2.8 [2.6]
0 [1.7] 1.4 [1.4] 1.5 [1.4]
1.2 [2.5] 2.2 [2.1] 2.1 [2.0]
1.8 [3.0] 2.1 [2.5] 2.4 [2.4]
3 [4.1] 3.5 [3.4] 3.9 [3.3]
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Table 2
The percentages, %, of the primary product ions (in bold) of the reactions of H3O+, NO+ and O2+ with the four isobaric molecules indicated that have a common molecular
weight, MW, of 88u. Also included in parentheses are the observed hydrates of the primary ions when they occur, that must be accounted for in SIFT-MS analyses of these
compounds. These experimental data were obtained for the analyses of these compounds in the headspace of aqueous solutions; see the text. The ionisation energies of each
compound in electron volts [31] are also given in italics.
Compound Physical state H3O+ m/z NO+ m/z O2+ m/z
3-hydroxybutanone
(acetoin)
C4H8O2
9.4*
Solid C4H9O2+ 100% 89 (107, 125) C4H8O2NO+ 80% 118 C2H5O+ 85% 45 (63, 81)
MP 15 ◦C C2H5O+ 10% 45 (63, 81) C2H3O+ 15% 43
solution C4H8O2+ ≤5% 88
0.2M C4H7O2+ ≤5% 87 (105)
n-butyric acid
C4H8O2
10.2
Liquid C4H9O2+ 95% 89 (107, 125) C4H8O2NO+ 80% 118 (136) C2H4O2+ 85% 60 (78, 96)
BP 163 ◦C solution C4H7O+ 5% 71 C4H7O+ 20% 71 C3H5O2+ 5% 73
0.02M C4H8O2+ 5% 88 (106)
C2H3O+ ≤5% 43
Ethyl acetate
C4H8O2
10.0
Liquid C4H9O2+ 100% 89 (107) C4H8O2NO+ 100% 118 C2H5O2+ 40% 61 (79, 97)
BP 79 ◦C solution C2H5O+ 20% 45 (63, 81)
0.1M C4H8O2+ 20% 88 (106)
C2H3O+ 20% 43
Pyruvic acid
C3H4O3
9.9–10.4
Liquid C3H5O3+ 80% 89 (107,125,143) C3H4O3NO+ 100% 118 (136) C2H3O+ 100% 43
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a
3
d
o
T
h
r
i
i
a
O
a
a
a
o
l
s
t
i
a
t
e
c
s
i
t
bBP 165 ◦C solution 2M C2H3O+ 20%
Calculated ionisation energy [40].
.2. Product ion distributions for the H3O+, NO+ and O2+ reactions
Insigniﬁcant differences are seen in the primary product ion
istributions for all 24 reactions using the direct vapour on the
ne hand and the aqueous solution headspace on the other hand.
hus, in Tables 2 and 3 we list only the data obtained for the liquid
eadspace vapour analyses. Inspection of the data in these tables
eveals that within each group of four isobaric compounds there
s a high degree of commonality for the m/z values of the product
ons (given in bold) for the H3O+ and NO+ reactions, whilst there
re clear differences in the products of the O2+ reactions. Thus, the
2
+ reactions might be a route to the separate identiﬁcation and
nalysis of the individual isobaric compounds when two or more
re present in a sample, but this requires much further consider-
tion. For some of these reactions there are minor product ions
bserved at the percentage level, but we omit these and place a
ower limit of 5% of the reported primary product ions, as can be
een in the tables. Also indicated in parentheses in the tables are
he m/z values of the observed hydrates of the primary product
ons that should be included in the kinetics library entries to obtain
ccurate analyses of each compound. Included in the tables are
he ionisation energies, IE, of the compounds, mostly known from
xperiments, but with two values derived theoretically as indi-
ated. The IE for most compounds exceed that for the NO molecule,
o charge exchange between ground stateNO+ and thesemolecules
s endothermic and cannot occur. For two of the compounds
heir IE is close to that of NO and these reactions are discussed
elow.3.3. Isobaric compounds with MW 88u
The reaction of H3O+ with all four compounds, M, proceed
rapidly and thedominantprimaryproduct ion in all cases is thepro-
tonated parentmolecule,MH+ (see Table 2). These primary product
MH+ ions form hydrates, as is indicated in parentheses after each
MH+ ion species, and the association reactions by which they form
are discussed later in a separate section. In only the pyruvic acid
reaction is a second signiﬁcant primary product ion observed:
H3O+ +C3H4O3 → C3H5O3+ +H2O(80%) (1a)
→ C2H3O+ +CH2O2 +H2O(20%) (1b)
The neutral product in reaction channel (1b) is most probably a
formic acid molecule, HCOOH. Noted in Table 2 is that a relatively
high molar strength of pyruvic acid solution was required to gen-
erate a measurable headspace concentration. However, to enhance
the headspace concentration the solution was acidiﬁed with the
stronger hydrochloric acid. However, this acidiﬁcation resulted in
the production of methanol, which was readily measured in the
headspace. After twodaysheld at 37 ◦C thepyruvic acid in the acidi-
ﬁed solution (headspace) had been largely removed and apparently
totally converted to methanol. We cannot describe the complex
solution phase chemistry that occurs, but occur it most surely
does!
The other new data are for 3-hydroxybutanone, acetoin, which
results in just one product ion. However, as stated earlier, the
sample of acetoin consists of a mixture of its monomer (low melt-
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Table 3
The percentages, %, of the primary product ions (in bold) of the reactions of H3O+, NO+ and O2+ with the four isobaric molecules indicated that have a common molecular
weight, MW, of 86u. Also included in parentheses are the observed hydrates of the primary ions when they occur, that must be accounted for in SIFT-MS analyses of these
compounds. These experimental data were obtained for the analyses of these compounds in the headspace of aqueous solutions; see the text. The ionisation energies of each
compound in electron volts are also given in italics [31].
Compound Physical state H3O+ m/z NO+ m/z O2+ m/z
2,3-butanedione (diacetyle)
C4H6O2 9.3
Liquid BP 88 ◦C
solution 0.05M
C4H7O2+ 100% 87 (105, 123) C4H6O2+ 75% 86 C2H3O+ 65% 43
C4H6O2NO+ 25% 116 C4H6O2+ 35% 86
Allyl ethyl ether
C5H10O
9.6*
Liquid BP 66 ◦C
solution 0.01M
C5H11O+ 75% 87 (105) C5H9O+ 95% 85 C3H6O+ 70% 58 (76, 94)
C3H7O+ 15% 59 (77, 95) C5H10O + 15% 86
C2H5O+ 10% 45 (63, 81) C3H5O+ 10% 57 (75)
C3H5+ ≤5% 41
Cyclopropane carboxylic acid
C4H6O2
10.6
Liquid BP 183 ◦C
solution 0.5M
C4H7O2+ 90% 87 (105, 123) C4H6O2NO+ 60% 116 (134) C4H6O2+ 35% 86 (104)
C4H5O+ 10% 69 C4H5O+ 40% 69 C4H5O2+ 20% 85 (103)
C4H5O+ 20% 69 (87)
C2H2O2+ 15% 58 (76)
C3H6+ 10% 42
-butyrolactone
C4H6O2
10.3
Liquid BP 206 ◦C
solution 0.5M
C4H7O2+ 100% 87 (105, 123) C4H6O2NO+ 100% 116 C2H2O+ or C3H3+ 80% 42 (60)
C4H6O2+
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charge transfer (2c), which is possible because of the proximity
of the ionisation energies of the acetoin molecule (9.4 eV [31])
and the recombination energy of NO+ (9.26 eV [31]), and the well-
knownprocess of hydride ion (H−) transfer (2d). Theminor channel
observed in theNO+/butyric acid reactionproceedsviahydroxyl ion
Table 4
Kinetic data for the formation of hydrates of the protonated compounds indicated,
as formed by ligand switching and three-body association. See the text.
Compound No. of functional
groups
Aeffa k3 (10−27 cm6 s−1)b
3-Hydroxybutanone 1 1.8±0.1 0.8±0.3
n-Butyric acid 2 10.1±4.4 5.8±2.6
Ethyl acetate 1 5.8±0.8 3.3±0.6
Pyruvic acid 3 13.5±0.8 7.8±0.6
2,3-Butanedione 2 7.2±0.1 4.1±0.1
Allyl ethyl ether 1 6.2±0.1 3.5±0.1
Cyclopropane
carboxylic acid
2 8.5±0.3 4.9±0.3
-Butyrolactone 2 4.9 ±0.3 2.7±0.3
a Association efﬁciency calculated from the experimental data. The uncertain-Calculated ionization energy from [41]
ng point, coloured yellow) and its dimer (higher melting point,
hite crystals) and a wide m/z scan using both H3O+ and NO+
recursor ions clearly revealed the presence of the dimer in the
eadspace vapour, but at a much lower concentration than that
f the monomer. On vacuum pumping above the composite mate-
ial the volatile monomer was gradually removed by evaporation
eaving only the white crystalline acetoin dimer. When the lat-
er was dissolved in water the headspace vapour contained only
onomer acetoin molecules indicating that this dimer had disso-
iated in aqueous solution. Hence, the data given in Table 2 were
btained for this solution headspace. The results for the n-butyric
cid and ethyl acetate are in good agreement with previous SIFT
ata obtained several years ago [19].
In all the NO+ reactions the major primary product ion, or the
nly product ion, is the adduct NO+M, which form very efﬁciently
t the gas kinetic rate (see Table 1) mediated by the He carrier gas
toms and themajor airmolecules. The acetoin reaction is themost
omplex:
O+ +C4H8O2 + (He, N2,O2)
→ NO+C4H8O2 + (He, N2,O2)(80%) (2a)→ C2H5O+ +CH3CONO(10%) (2b)
→ C4H8O2+ +NO(< 5%) (2c)
→ C4H7O2+ +HNO(< 5%) (2d)20% 86
Reaction channel (2b) involves the abstraction of the CH3CO
group from the acetoin molecule (see the structure of acetoin in
Table 2). The minor channels proceed via slightly endothermicties correspond to the differences between the results from the experiment using
the vapours form the neat compounds and those obtained using the headspace of
aqueous solutions.
b Three-body association rate coefﬁcients estimated from Aeff using the theoreti-
cal maximum contribution of ligand switching reactions [35] and an assumed value
of kH3O+; see the text.
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OH−) transfer. These last two reaction processes commonly occur
nmanyNO+ reactionswith organic compounds containing an –OH
roup [3,19].
The O2+ reactions mostly proceed via dissociative charge trans-
er producing fragment ions, although the parent cation represents
0% of the total product ions in the ethyl acetate reaction. The
yruvic acid reaction apparently results in a single product ion:
2
+ +C3H4O3 → CH3CO+ +HCOOH(100%) (3)
Here, the centre C–C bond is cleaved producing the observed ion
tm/z43anda formicacidmolecule. The singleproduct ion is surely
H3CO+, as indicated, and we know from numerous SIFT studies
hat this ion does not hydrate under SIFT and SIFT-MS conditions
nd none is seen to be formed as a secondary product. More will
e said about hydration later in a separate section. It should also be
eportedhere that in ourmuch earlier paper [19]we reported that a
roduct ion at an m/z value of 31 was seen in the O2+/ethyl acetate
eaction, yet we do not see this in the present study. Therefore,
e accept that the previous report of this product ion, identiﬁed
s CH3O+, is in error, and this is further evidenced by the fact that
n ion at m/z 31 is not seen in the NIST library electron ionisa-
ion spectrum [32]. No further comment is necessary on these O2+
eactions.
.4. Isobaric compounds with MW 86u
As for the previous four compounds, the reaction of H3O+ of
hese four compounds, M, proceed rapidly and again the dominant
rimary product ion in all cases is the protonated parent molecule,
H+ (see Table 3) that invariably formhydrates, as is indicated. The
ost complex of these reactions is that of allyl ethyl ether which,
nusually for exothermic proton transfer, results in three product
ons:
3O+ +C5H10O → C5H11O+ +H2O(75%) (4a)
→ C3H7O+ +C2H4 +H2O(15%) (4b)
→ C2H5O+ +C3H6 +H2O(10%) (4c)
Note the release of the hydrocarbon molecules and the pro-
uction of the RO+ ions that readily hydrate (see Table 3). The
rotonated cyclopropane carboxylic acid partially releases an H2O
olecule leaving an RC=O+ ion which rarely hydrate. The two
etones remain intact after protonation, as is usually the case.
The NO+ reactions with these four MW 86u isobaric compounds
re more varied than the NO+ reactions with the MW 88u com-
ounds. In the -butyrolactone reaction the single product ion is
he NO+M adduct formed by association in the corresponding way
o reaction (2a). The single product ion in the allyl ethyl ether
eaction is the result of hydride ion abstraction, a process com-
only seen in the reactions of NO+ with alkenes [33]. In both the
,3-butanedione and the cyclopropane carboxylic acid reactions,
dduct ion formation is the major channel, but in the former reac-
ion charge transfer competes with adduct formation:
O+ +C4H6O2+(He,N2,O2)
→ NO+C4H6O2 + (He + N2 +O2)(75%) (5a)
→ C4H6O2+ +NO(25%) (5b)
Charge transfer is energetically allowed because the IE of,3-butnedione at 9.3 eV [31] is only slightly greater than the
ecombination energy of NO+. In the cyclopropane carboxylic acid
eaction, hydroxide ion transfer produces C4H5O+ ions and nitrous
cid, HNO2 molecules. Note that the product ion RC=O+ does not
ydrate, as predicted.ass Spectrometry 303 (2011) 81–89
In all four O2+ reactions the parent cations are signiﬁcant prod-
ucts and multiple fragmentation products are evident in most (see
Table 3). An interesting point is that a product ion at m/z 42 is seen
in both the cyclopropane carboxylic acid and the -butyrolactone
reactions. In the former reactions this ion must be C3H6+, but in
the latter reaction it could be either C3H6+ or C2H2O+, but note that
this product ion hydrates (Table 3) and sowe favour the production
of a C2H2O+ ion and a C2H4O neutral molecule. The results for the
product distributions for the 2,3-butanedione and -butyrolactone
reactions are in good agreement with previous SIFT data obtained
several years ago [18,21].
3.5. Hydration of the primary product ions MH+ and NO+M
At several points in the presentation and discussion of the data
obtained in this study we have referred to the hydration of the pri-
mary product ions and how this is dependent on the structure of
the ion. Now we focus only on the protonated parent compounds,
MH+, formed in the H3O+ reactions and consider the efﬁciency
of the ﬁrst step of hydration via the three-body association
reaction:
MH+ +H2O + (He, N2,O2) → MH+H2O + (He, N2,O2) (6)
H3O+ and its hydrates H3O+(H2O)1,2,3 are always the domi-
nant ions on the SIFT spectra and the distribution of these ions
provides a measurement of the humidity of the sample being
analysed [34]. In the present measurements using the laboratory
air/compound vapour mixture the water vapour content was typ-
ically 1.5% whereas when analysing the aqueous solutions in the
sealed bottles thewater vapour contentwas typically 3%. The initial
hydration reaction is:
H3O+ +H2O + (He, N2,O2) → H3O+H2O + (He, N2,O2) (7)
The three-body rate coefﬁcient for reaction (7) has been pre-
viously determined to be KH3O+ = 6 × 10
−28 cm6 s−1 [34]. By a
sequence of similar reactions the H3O+(H2O)2,3 hydrates are
formed. In addition to reaction (6), the MH+(H2O) ions can be
formed via ligand switching reactions involving the H3O+(H2O)1,2,3
cluster ions [35]:
H3O+(H2O)1,2,3 +M → MH+(H2O)1,2,3 +H2O (8)
So these hydrated protonated molecules MH+(H2O)1,2,3 can be
produced by two routes. Since reactions (6)–(8) occur in paral-
lel, then measurements of the count rates of each of the ions
involved in the ion chemistry contain the information required to
calculate the three-body rate coefﬁcients, kMH+, of the hydration
reaction (6). Essentially, this involves comparisonof the efﬁciencies
of reactions (6) and (7) expressed by a dimensionless associa-
tion efﬁciency coefﬁcient, Aeff, [14] describing how efﬁciently the
product ions form hydrates with respect to H3O+. The value of
Aeff is obtained experimentally from the ratio of the count rates
of MH+ to the total count rate MH+(H2O)1,2,3 taken relatively to
a corresponding ratio for H3O+ and its hydrates. Details of this
calculation, including all equations and numerical examples, are
given in a recent paper on ion chemistry of esters released by
plants [36]. The value of Aeff should be invariant with the sam-
ple humidity for a given compound concentration (or its ﬂow
rate into the helium carrier gas) and this has been validated in
the present experiments by calculating its value at two differ-
ent humidities, as realized using the direct vapour measurements
and the aqueous solutions of the compounds, as referred to in
Section 2. The contribution of the switching reactions (8) to Aeff
can be calculated theoretically, assuming collisional rate coefﬁ-
cients for reaction (8), and it has a typical value of Seff = 0.4 [14,36].
The kMH+ values are then obtained as (Aeff − Seff)kH3O and the
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esults for the 8 compounds included in this study are given in
able 4.
Note that the hydration rates of these protonated compounds
re more efﬁcient than the hydration rate of H3O+ ions, so produc-
ion of MH+ hydrates is inevitable in SIFT-MS. If these hydrates are
ot accounted for in SIFT-MS analyses, erroneously low quantiﬁ-
ation of these compounds will result. Note in Tables 2 and 3 that
ihydrates of the MH+ ions are usually formed and that the trihy-
rate of protonated pyruvic acid is seen; all these hydrates must be
ncluded in the analyses. The data in Table 4 reveals that the proto-
ated compounds with the most active sites tend to hydrate most
fﬁciently. Thus, protonated pyruvic acid most efﬁciently adds a
ater molecule, presumably because there are three active sites in
his molecule, and the hydration of the two protonated fatty acids
hat have two active sites is also relatively efﬁcient. Hydration of
he protonated ester, ether and ketones is relatively less efﬁcient.
hilst this is not the basis of a hard-and-fast rule, observation of
ydration rates of a particular protonated molecule can give a clue
o the nature of the molecule.
Concerning hydration of the adduct product ions of the NO+
eactions, NO+M. A glance at Table 2 shows that the two acid
olecule adducts do form hydrates NO+MH2O, whereas the NO+
dduct of the hydroxyketone and the ester do not form hydrates
nder the conditions of SIFT-MS. Similarly, it can be seen in Table 3
hat, again, the acid molecule adducts form hydrates whereas
he two ketones and the ether adducts do not. This has its par-
llel in the MH+ hydration, as can be seen in Table 4. Such
eatures can assist analyses of isobaric compounds, and this has
een carried out to great effect in distinguishing acetic acid from
he isobaric methyl formate [37], which has allowed the deﬁ-
ite detection and quantiﬁcation of acetic acid in exhaled human
reath [38].
.6. Kinetics library entries for the MW 86u and MW 88u
ompounds
From the kinetics data given in Table 1 (rate coefﬁcients)
nd the m/z values for primary product ions and their hydrates
Tables 2 and 3), SIFT-MS kinetics library entries can be constructed
or these eight compounds, as appropriate to the Proﬁle 3 instru-
ent. The kinetic library entries for acetoin and for diacetyl are
iven in Table 5. These entries deﬁne the coefﬁcients speciﬁc for
ach compound that should be used in the equations given in [10]
able 5
IFT-MS kinetics library entries in the format required by the SIFT-MS software for
n-line calculations of the concentrations of acetoin and diacetyl using both H3O+
nd NO+ precursor ions.
Acetoin (H3O+) Diacetyl (H3O+)
4 Precursors 4 Precursors
19 3.7e−91.0 19 1.7e−9 1.0
37 3.0e−91.0 37 1.3e−9 1.0
55 2.4e−91.0 55 1.0e−9 1.0
73 1.5e−91.0 73 0.6e−9 1.0
3 Products 3 Products
89 1.0 87 1.0
107 1.0 105 1.0
125 1.0 123 1.0
Acetoin (NO+) Diacetyl (NO+)
3 Precursors 3 Precursors
30 3.0e−91.0 30 1.4e−91.0
48 2.6e−91.0 48 1.1e−91.0
66 2.2e−91.0 66 0.8e−91.0
4 Products 2 Products
45 1.0 861.0
63 1.0 1161.0
81 1.0
118 1.0ss Spectrometry 303 (2011) 81–89 87
for the absolute quantiﬁcation of the concentrations of trace com-
pounds present in humid air. Each row in the precursors section
gives the m/z of each precursor ion followed by the rate coefﬁcient
for its reaction with the given compound and terminated by a coef-
ﬁcient by which the ion count rate should be multiplied (normally
1.0, meaning that the total ion count obtained at that m/z value
should be included). Rows in the products section again give the
m/z values for each product ion followed by a similar multiplica-
tion coefﬁcient. In this case the calculation simply involves the sum
of the count rates of all product ions of the reactions together with
their hydrates.
Note that in the case of these MW 86u and MW 88u compounds
it is not possible to construct reliable kinetics library entries that
would automatically and separately quantify their concentrations
when two or more of them are simultaneously present in a sam-
ple. This is because the degree of overlap at the dominant product
ions (m/z 87, m/z 89, m/z 116 and m/z 118) is too great. Thus, for
example, theentryacetoin (H3O+) fromTable5will providecalcula-
tion of the total concentration of acetoin, all isomers of butyric and
pyruvic acids and ethyl acetate, in principle giving an upper limit
to the concentration of any of the individual compounds. However,
careful examination of the SIFT-MS mass spectra obtained using
all three precursor ions, with reference to the branching ratio data
given in this paper and considering the relative count rates of the
hydrated ions, can help the researchers to narrow down the list
of the isobaric compounds that are present. It is strongly recom-
mended that if only selected characteristic product ions are used
to determine the concentration of a particular compound rather
than all the characteristic ions and their hydrates, then the branch-
ing ratio for the primary product ions and any hydrates formed
in the reaction of the chosen precursor ion with the particular
compound should be experimentally determined under identi-
cal conditions of sample humidity to those used in the actual
analysis.
4. A case study of VOCs present in the headspace of
incubated yoghurt
This reaction kinetics study follows our well-established pro-
cedure by which the SIFT-MS the kinetics library is extended
to encompass new compounds. The compounds included in the
present study reﬂect the extension of our research work into
the analysis of VOCs emitted from cell and bacterial cultures in
vitro, and also the probing by breath analysis of lung cancer [38]
and respiratory infection [5]. To demonstrate the utility of SIFT-
MS and some of the new kinetic library entries given above, we
show in Fig. 1 the SIFT-MS spectra obtained for the analysis of
the headspace of supermarket probiotic yoghurt contained in a
glass bottle that has been held at 37 ◦C for 2 weeks. Fig. 1a is
the spectrum obtained using H3O+ precursor ions and Fig. 1b is
that obtained using NO+ ions; each spectrum is a composite of
only 3 spectral scans of 20 s duration. The richness of these spec-
tra is clear, some 8 compounds being immediately identiﬁed by
their characteristic product ion m/z values. The headspace con-
centrations given in the ﬁgures have been obtained using existing
libraryentries and thenewentries for acetoin (3-hydroxybutanons)
and diacetyl (2,3-butanedione), both compounds (known to be
present in the headspace of fermented milk from previous GC–MS
studies [22,23]) being seen on both the H3O+ and NO+ spectra.
These spectra are included as examples of how the VOC emissions
from these bacterial cultures can simply and rapidly be inves-
tigated. The concentrations of the compounds in the headspace
relate only to this particular yoghurt and its treatment. Note that
the ammonia concentration is relatively low in the headspace,
but this will be sensitively dependent of the pH of the yoghurt
medium.
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tig. 1. Full scan (FS) SIFT-MS spectra (ion counts per second, c/s, against mass-cha
eadspace above a commercially available probiotic yoghurt sample following incu
he tables along with the m/z values of their characteristic product ions and their pa
n detail in this paper, acetoin and diacetyl, are highlighted. Further explanation is g
. Summary and concluding remarksThe choice of the isobaric compounds included in this studywas
redicated on those that are often met in biological media and ﬂu-
ds. The compounds present in each of the MW 86u and MW 88u
roups can now readily be analysed by SIFT-MS when in isolation;
hen spectral m/z overlaps are not a problem. But when two ortio, m/z) obtained using (a) H3O+ and (b) NO+ precursor ions for the analysis of the
n at 37 ◦C for 2 weeks. Some of the readily identiﬁable compounds are indicated in
ressures in the headspace in parts-per-billion, ppb. Two of the compounds studied
in the text.
more isobaric compounds are present in a sample, overlaps will
inevitably occur, since when using H3O+ precursor ions the major
primary ion formed is MH+, obviously having a common m/z value,
and when using NO+ precursor ions the common primary product
is theNO+Madduct ion. However, all is not lost, because compound
types can be distinguished by their degree of hydration, for exam-
ple, protonated carboxylic acids are efﬁciently hydrated forming
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heir monohydrate and a dihydrate by the water vapour molecules
hat are inevitablypresent in realmedia,whereasprotonatedesters
nd ethers are more slowly hydrated producing only a monohy-
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Abstract:Analyses of the headspace of cell cultures using selected ion flow tube mass spectrometry, SIFT-MS, over the 
last few years have usually revealed the simultaneous presence of acetaldehyde, AA, and carbon dioxide, CO2. The 
characteristic primary product ions of reactions of the H3O+ with these compounds are at m/z 45, 63 and 81 for AA and m/z 
63 for CO2. Recently, the presence of dimethyl sulphide, DMS, reaction of which with H3O+ ions also results in product 
ions at m/z 63 and 81, has been also detected in mammalian cell and bacterial cell culture headspace. The challenge now is 
to facilitate quantification of AA, DMS and CO2 when they coexist in humid air samples. Hence, an assessment has been 
made of the ion chemistry of H3O+ and NO+ with AA, DMS and CO2 in order to seek the appropriate procedures for their 
analyses by SIFT-MS. Thus, appropriate analytical reactions have been identified and kinetics database entries have been 
constructed for the analyses of these three compounds. Separate analysis of AA and carbon dioxide can now be achieved 
when they coexist in a humid sample by using both H3O+ and NO+ reagent ions by SIFT-MS, and the present study has 
revealed that DMS can be separately identified in a humid mixture using NO+ reagent ions. An additional experimental 
study has also shown how the CO2 concentration can be approximated using NO+ ions, which had not been considered in 
previous SIFT-MS analyses. 
Keywords: Selected ion flow tube mass spectrometry, SIFT-MS, acetaldehyde, carbon dioxide, dimethyl sulphide 
1. INTRODUCTION 
Selected ion flow tube mass spectrometry, SIFT-MS, has 
developed into an accurate analytical instrument by which real 
time analyses of exhaled breath and the headspace of biogenic 
fluids such as urine and cell cultures can be accomplished, 
obviating sample collection into bag or onto traps if the 
instrument can be located in the appropriate setting. The details 
of the instrumentation and the wide applications of SIFT-MS 
have been discussed in detail previously [1-3] and need not be 
repeated here. What is important here is to recognize some very 
important and potentially frustrating features of this analytical 
technique, in particular, overlap of the characteristic analytical 
(product) ions. However, if such overlaps can be overcome, then 
the value of SIFT-MS for gas/vapour phase analysis can be 
further expanded. These comments also apply to most mass 
spectrometric analytical techniques, and so the general aspects of 
the problems highlighted and some of the solutions indicated in 
this paper are more widely applicable than simply to SIFT-MS 
analyses only. 
 At the heart of SIFT-MS is chemical ionisation of the trace gas 
analytes present in the (invariably humid) samples to be 
analysedby specific reagent (precursor) ions, which occurs in a 
fast flow tube in a well-defined time. The available reagent ions 
are H3O+, NO+ and O2+●, the most appropriate one being selected 
according to the chemical reactivity of the neutral analytes, M, in 
the humid sampleand the adjudged mass-to-charge ratios,m/z, of 
the characteristic product ions [3, 4]. Often, it is seen that there is 
a unique characteristic product ion for a specific neutral analyte 
and then SIFT-MS analysis can be accomplished both 
unambiguouslyand accurately. However, it is often seen that 
overlaps of the m/z values of characteristic product ions occur 
when analysing complex mixtures such as exhaled breath and the 
headspace of cell [5]and bacterial cultures[6-10].When the 
analyte ions are of the form MH+, which is often the result of the 
reactions of H3O+ ions with M (almost always a volatile organic 
compound, VOC), then there is a great propensity for the 
formation of hydrates of MH+ especially when analysing humid 
samples. These hydrates must be included in the total product 
ions originating from the neutral analyte if accurate quantification 
is to be achieved. With the appearance of MH+(H2O)n hydrate 
ions there is a greatly increased probability of m/z overlaps, 
which can be such that separate analyses of some trace 
compounds become inaccurate if not impossible. 
 But all is not lost, because switching between the reagent ions 
H3O+ and NO+, invariably results in the formation of different 
characteristic ions at different m/z values in the reactions of these 
two reagent ions with M, and this can often result in positive 
identification of M and, equally importantly, allow its accurate 
unambiguous quantification. Further to this, quantification can 
sometimes be achieved by excluding from the analysis those 
characteristic hydrated ions that are isobaric with the primary 
characteristic product ion of a different compound, yet 
accounting for this exclusion by ion-chemical modelling. A case 
in point relates to the analysis of acetaldehyde (hereafter 
shortened to AA) and carbon dioxide (CO2) when they co-exist in 
a sample, as they do in exhaled breath. The only reagent ion that 
*Address correspondence to this author at the Institute for Science and Technology in Medicine, 
School of Medicine, Keele University, Thornburrow Drive, Hartshill, Stoke-on-Trent ST4 7QB, UK. 
Email d.smith@keele.ac.uk 1 
 
has been used previously for CO2 analysis in SIFT-MS is 
H3O+[11], since the reactions of both NO+ and O2+● with CO2 
have, until now (see later),been judged to be too slow to be 
exploited for CO2 analysis. Thus, the adduct ion H3O+CO2 at an 
m/z value of 63 is exploited for CO2 analysis, as detailed in a 
recent paper [12], but the problem is that the monohydrate of 
protonated AA, viz. AAH+.H2O, is isobaric with H3O+CO2, i.e. 
also occurs at an m/z value of 63. Fortunately, the AA 
concentration in exhaled breath is usually very low, typically at 
the 5 parts-per-billion by volume, ppbv, concentration and so 
CO2, which is typically at the 3-6 % level in exhaled breath, can 
be analysed to acceptable accuracy. This is achieved by 
subtracting the contribution of AA to m/z 63, as derived from the 
count rates of the product ions at m/z 45 and 81, a procedure 
which is described in detail in[12]. Similarly, AA analysis in 
exhaled breath must take into account the contribution of CO2 to 
the m/z ion at 63. The characteristic product ions of the H3O+ 
reaction with AA are AAH+ at m/z 45 and its mono-, di- and 
trihydrates at m/z 63, 81 and 99, although the trihydrate ion at m/z 
99 essentially can be ignored to avoid unnecessary complication, 
since even in humid mixtures it contributes < 5% to the total 
product ions in the SIFT-MS flow reactor. A practical approach 
that does not rely on knowledge of the actual CO2 contribution to 
m/z 63 is to base the analysis of AA on m/z 45 and 81 only, 
accounting for their % age contribution at different humidity, as 
determined by separate experiments [13].  
 A further complication has recently arisen in that during the 
sampling of in vitrocell cultures [6], it is seen that dimethyl 
sulphide, DMS, appears in the headspace together with CO2 and 
AA. The molecular mass of neutral DMS is 62, which when 
protonated by H3O+ results in a characteristic ion, DMSH+, also 
at m/z 63. To further complicate this analytical situation, the 
DMSH+ ion forms a monohydrate ion at m/z 81, that is, at the 
same m/z value as the dihydrate of AAH+. Thus, we now 
considered it worthwhile to investigate if NO+ or O2+● reagent 
ions can be used to analyse CO2 in these complex mixtures. From 
previous SIFT studies relating to atmospheric ion chemistry [14], 
it is known that NO+ associates with CO2 at 300K with a three-
body rate coefficients of 4.5x10-30 cm6s-1 and 9.5x10-30 cm6s-1 
with He and N2 as the third body respectively [15]. Whilst these 
association rates are small, they can be important in some ionised 
gases, and the adduct ions NO+CO2 are also seen in SIFT-MS at a 
low level [16]. The similar association reaction of O2+● with CO2 
has a very much smaller rate coefficient[17]and so the adduct ion 
O2+CO2 is not seen in SIFT-MS spectra and cannot be exploited 
to analyse CO2.  
 The purpose of the present paper is to explain how AA, CO2 
and DMS can be analysed by SIFT-MS when these three 
compounds coexist in humid air samples.  Ultimately, this can 
only be achieved to an acceptable accuracy for each compound 
when both H3O+ and NO+ reagent ions are used for the analysis. 
Thus, kinetics library entries have been constructed for each of 
these compounds involving both H3O+ and NO+ for AA and CO2, 
and NO+ only for DMS [18]. It is worth recognizing that if a 
higher resolution analytical mass spectrometer was available in 
the SIFT-MS instrument, for example a SIFT-TOF-MS, then, in 
principle, the various “isobaric ions” at nominally the same m/z 
could be separated and analysed, but the TOF variants have yet to 
be demonstrated as useful real time analysers of trace 
compounds. 
2. BASIC GAS PHASE ION CHEMISTRY AND 
MASS SPECTRA 
2.1. H3O+ analytical reactions 
With AA and DMS the major reaction process is exothermic 
proton transfer, producing the primary protonated parent 
molecules AAH+ and DMSH+ respectively These ions can form 
hydrates in humid samples either by three-body association 
reactions (direct clustering) with abundant H2O molecules or in 
ligand switching reactions between the hydrated hydronium ions 
H3O+(H2O)1,2,3 that are inevitably formed in the helium carrier 
gas of the SIFT-MS: 
CH3CHOH+ + H2O + He → CH3CHOH+H2O + He (1a) 
H3O+(H2O)1,2,3 + CH3CHO→ CH3CHOH+(H2O)1,2+ nH2O 
  (n=1-2)(1b) 
(CH3)2SH+ + H2O + He →(CH3)2SH+H2O + He (2a) 
H3O+(H2O)1,2,3 + (CH3)2S→(CH3)2SH+H2O+nH2O (2b) 
 Note that DMSH+ only forms significant fractions of the 
monohydrate.Thus, the characteristic product ions are at m/z, 45, 
63, 81 for AA, and at m/z 63 and 81 for DMS.  
 For CO2, the only reaction that occurs with H3O+ under the 
low energy conditions in SIFT-MS is the three-body association, 
which results in the primary product ionH3O+CO2 at m/z 63: 
 All the ions formed in reaction (1), (2) and (3) are seen in the 
composite SIFT-MS spectrum in Fig.(1a),which is the result of 
the analysis of headspace containing a mixture of these three 
compounds.Clearly the ions in these mass spectra are both 
primary products and their hydrates and all need to be considered 
for accurate analyses, as mentioned in the previous section. 
2.2. NO+ analytical reactions. 
 NO+ can undergo a variety of reactions with VOCs, notably 
charge transfer producing the parent cation M+, hydride ion 
transfer producing (M-H)+ ions and three-body association 
producing NO+M adduct ions [4, 19, 20]. There are examples of 
all three processes in the reactions of NO+ with AA, CO2 and 
DMS.  
 The AA reaction results in two product ions, thus: 
NO+ + CH3CHO → CH2CHO+ + HNO (75%)   (4a) 
NO+ + CH3CHO + He → NO+CH3CHO + (25%)   (4a) 
 The rates of three-body ion-molecule association reactions are 
to some degree dependent on the temperature and pressure 
(number density) of the carrier gas atoms or molecules, which in 
SIFT-MS is largely the He carrier gas, but to some extent the 
molecules of the air introduced as  the sample to be analysed. So, 
the branching ratio of the reactions, as indicated in percentages in 
reaction (4), relates to the particular conditions under which 
SIFT-MS analyses are performed using the Profile 3 instrument–  
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Fig. (1). SIFT-MS ‘composite’ mass spectra (ion counts-per-second, c/s, against mass-to-charge ratio, m/z), obtained using (a) H3O+; and (b) NO+ 
precursor ions, showing the combined analyses of CO2, acetaldehyde and dimethyl sulphide, as obtained for humid air samples. 
about 1 Torr pressure at room temperature (95% He, 5% air). So 
the characteristic product ions appear at m/z values of both 43 and 
74.  
 The reaction of NO+ with CO2 also results in an adduct ion 
NO+CO2 also at an m/z 74 [16]: 
NO+ + CO2 + He → NO+CO2 + He (5) 
 This three-body reaction is somewhat slower than the 
analogous reaction of H3O+ with CO2, and the product NO+CO2 
adduct ion reacts rapidly with H2O molecules via ligand 
switching:  
NO+CO2 + H2O → NO+H2O + CO2 (6) 
 This represents a rapid loss of the m/z 74 adduct ion and it 
must be accounted for when using the production of NO+CO2 via 
reaction (5) to analyse CO2 in humid mixtures(see later). 
Now, by virtue of the low ionisation energy of DMS molecules 
(8.8eV [21]), charge transfer occurs in its reaction with NO+ 
(recombination energy 9.26 eV[21]), thus: 
NO+ + (CH3)2S → (CH3)2S+ + NO (7) 
 The parent cation, so formed, does not associate with H2O 
molecules at a significant rate; hence, this cation at m/z 62 is ideal 
for the analysis of DMS in humid mixtures. So the characteristic 
product ions involved in the analysis of AA and DMS occur at 
both m/z 43 and 74 for AA and only 62 for DMS. These product 
ions are seen in the composite spectrum in Fig. (1b), which 
results from the analysis using NO+ reagent ions of a mixture of 
these three compounds in air. 
 A note concerning the overlap of characteristic product ions 
with the isotopologues of the H3O+ hydrates that are always 
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Fig. (2). Change of the relative count rate of NO+CO2 with the humidity of the sample due to the switching reaction of this adduct ion with H2O in SIFT-
MS. The power law indicated can be used to account for this change and it is implemented in the latest versions of Profile 3 SIFT-MS software (Trans 
Spectra Limited, UK, SIFT-MS software version 3.1.375 or later versions) using library entries from Table 2. 
present in the mass spectra when using both H3O+ and NO+ 
reagent ions (see Fig. (1)). In particular, the H3O+(H2O)3 ion at 
m/z 73 has 17O and D isotopologues at m/z 74, which can interfere 
with the analysis of acetaldehyde if the isobaric NO+AA adduct is 
used in the analysis. This is only a serious interference at very 
low sample AA concentrations and very high humidity, when the 
m/z 74 ion should be avoided for the analysis of AA using NO+ 
reagent ions. In the analysis of DMS, the 34S isotopologues of 
DM34SH+ at m/z 65 are seen when using H3O+ reagent ions, and 
the isotopologue DM34S+ at m/z 64 is seen when using NO+ 
reagent ions (see Fig. (1b)). These isotopologues are a positive 
help when analysing organosulphur compounds.  
 So, in summary, in this scenario there are two undisturbed 
characteristic product ions that can be used for the analysis of 
AA, viz. m/z 45 using H3O+, and m/z 43 using NO+. For DMS 
there is one undisturbed characteristic product ion at m/z 62 when 
using NO+ reagent ions. For CO2 analysis in SIFT-MS, the only 
reagent ion that has been used to date is H3O+ which forms the 
characteristic product ion at m/z 63, but this is seriously disturbed 
in the presence of relatively large fractions of either AA or DMS. 
So it has been necessary to use the methods indicated in the 
subtraction methods outlined in the Introduction to be able to 
estimate CO2 concentrations. However, we describe later how 
CO2 concentrations can be estimated using NO+ reagent ions. 
 Finally, in this section, a note of caution is necessary. Clearly, 
in some complex mixtures there may be present significant 
concentrations of other VOCs whose characteristic analytical ions 
can disturb the simple scenario described above. For example, 
when methanol co-exists with DMS then the characteristic 
product ion for its reaction at m/z 62 can be enhanced due to the 
production of the adduct ion NO+CH3OH also with m/z 62, 
formed in the very slow association reaction of NO+ with 
CH3OH. This would only be important at high methanol 
concentrations especially since the NO+CH3OH adduct ion is lost 
rapidly by ligand switching with H2O molecules. Also, the use of 
ions at m/z 43 in analyses must always be treated circumspectly, 
because ions at m/z 43 are quite commonly produced in reactions 
of aldehydes, ketones, carboxylic acids and esters with NO+ and 
O2+● ions [4, 19, 22]. All of this indicates that some 
understanding of the major components of a mixture to be 
analysed and an appreciation of their ion chemistry with the 
reagent ion chosen can ensure that serious errors of analysis are 
avoided. 
3. ANALYSES OF AA, DMS AND CO2 IN 
COMBINATIONS; KINETICS LIBRARY 
ENTRIES 
3.1. Analysis of AA in the presence of CO2 and DMS 
We have treated the analysis of AA using H3O+ reagent ions in 
detail previously [13, 19]. In brief, because of the overlap of the 
characteristic ions of AA and CO2 at m/z 63, it has been 
necessary to exclude these m/z 63 ions from the analysis of AA 
and to include only the characteristic AA ions at m/z 45 and 81. 
Now, in the presence also of DMS, the hydrated DMSH+ ions at 
m/z 81 must also be excluded. Thus, the analysis must be 
accomplished using only m/z 45 ions, but account must taken of 
the likely production of m/z 45 ions by the reaction of “impurity” 
O2+● ions with any ethanol in the sample to be analysed [13], 
which commonly occurs when analysing biogenic samples. As 
the fraction of m/z 45 product changes with humidity, the 
concentration of AA must be calculated from the ratio of m/z 45 
to the sum of the precursor ions and their hydrates multiplied by 
factors obtained from fitting reference experimental data [13, 23]. 
An appropriate kinetics library entry for this analysis is given in 
the left column of Table 1, where the ethanol concentration in the 
sample being analysed is obtained from the m/z 83 protonated 
ethanol dihydrate[24]. Fortunately, exclusion (filtering) of O2+● 
when injecting H3O+ in most SIFT-MS instruments is good (O2+● 
signal < 1% of the H3O+ signal) and so this correction for 
“impurity” O2+● ions is very small. We have tested this 
experimentally and even for ethanol levels exceeding several 
y ~ x-1.4
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parts-per-million by volume, ppmv, in the sample to be analysed,  
Table 1.  SIFT-MS kinetics library entries for the determination of the 
concentrations of acetaldehyde (AA) and DMS in humid samples using 
H3O+ and NO+ reagent ions. See the text for further explanation.a 
Acetaldehyde45(
H3O+) 
5 precursors 
 19 3.7e-9 1.0 
 37 3.0e-9 -1.0 
 55 2.7e-9 0.0 
 73 2.6e-9 0.0 
 32 3.7e-9 1.0 
2 products 
 45 1.1 
 83 -100.5 
acetaldehydeC88
(NO+) 
3 precursors 
 30 3.4e-9 1.0 
 48 3.0e-9 -1.0 
 66 2.7e-9 0.0 
 32 3.7e-9 1.0 
2 products 
 43 1.33 
 88 -100.9 
acetaldehydeC58
(NO+) 
3 precursors 
 30 3.4e-9 1.0 
 48 3.0e-9 -1.0 
 66 2.7e-9 0.0 
2 products 
 43 1.33 
 58 -0.67 
DMS(NO+) 
3 precursors 
 30 2.2e-9 1.0 
 48 2.0e-9 -1.0 
 66 1.9e-9 0.0 
1 products 
 62 1.04 
  
 
aThe precursor rows contain mass-to-charge ratios m/z, rate coefficient k 
and the precursor ion factor fi. The product ion rows contain mass-to-
charge ratio m/z and the product ion factor fp. 
the apparent acetaldehyde increase above that obtained at near 
zero ethanol concentration is insignificant when calculated using 
the library entry given in the left column of Table 1 as 
Acetaldehyde45(H3O+). However, when the ethanol level is > 
100 ppmv, special care would have to be taken (calibration of a 
specific instrument under exact conditions) before analysing ppbv 
concentrations of acetaldehyde.   
 A value of the factor fp more negative than -100 acts as a 
trigger for the analytical software to carry out the subtraction of 
overlapping product ion formed by an “impurity ion” listed as the 
last item in the precursors section of the entry, in this case m/z 32, 
according to the equation given in [13]. The portion of the value 
of fp in excess of -100 is used as a correction coefficient f'm. For 
example, where f'm = 0.5 in the Acetaldehyde45(H3O+) entry, the 
correction is -0.5[83][32]/[19], where the numbers in square 
brackets indicate the count rates at the three m/z values given. 
 Additionally, it is now possible to use NO+ reagent ions for 
AA analysis. In this case, as indicated above by reaction (4), the 
characteristic ions are at m/z 43, which is the CH3CO+ ion, and at 
m/z 74, which is the NO+AA adduct ion. The good news is that 
the CH3CO+ ion does not form an adduct with H2O molecules and 
so the m/z 43 ion signal level is not influenced by the humidity of 
the sample; the bad news is that CH3CO+ is a major (40%) 
product ion of the reaction of O2+● ions with acetone, 
CH3COCH3. which is very often present in biogenic air/vapour 
samples, the other product ion of the O2+●/acetone reaction being 
the parent acetone cation at m/z 58 (60%) [19]. However, the 
filtering out of O2+● when injecting NO+ ions in SIFT-MS is 
usually very good with the “impurity” O2+● ions representing < 
1% of the injected NO+ ions, so unless the acetone is present at a 
concentration more than 100 times that of AA, it will not offer a 
serious problem to the analysis of AA. Even so, the presence of 
acetone can be accounted for by producing a suitable kinetics 
library entry for AA analysis using NO+ reagent ions that only 
utilizes the m/z 43 ion and excludes, but accounts for, the m/z 74 
ion, as can be seen by the two entries given in the centre column 
of Table 1. In these library entries the contribution to m/z 43 due 
to the presence (concentration) of acetone can be corrected for by 
using the m/z 58 ion formed by the “impurity” O2+● ions as an 
indicator, given in Table 1 as AcetaldehydeC58(NO+), and 
alternatively using the NO+CH3COCH3 adduct ion at m/z 88 that 
is the primary product of the NO+ reaction with acetone [19, 20], 
given in Table 1 as AcetaldehydeC88(NO+). When m/z 88 is 
used to estimate the acetone concentration, the contribution of the 
O2+● / acetone reaction to m/z 43 is proportional to the ratio of 
count rates of the O2+● impurity ions to the count rate of the NO+ 
precursor ions multiplied by the count rate of the m/z 88 ions. 
Again, we have experimentally checked the efficacy of these 
library entries by measuring AA concentrations with varying 
acetone concentration and it is seen that even at acetone 
concentrations of a few ppmv (much higher than in healthy 
human breath [25, 26]), the apparent increase in the derived AA 
concentration, as calculated using both library entries, is not 
greater than a few ppbv.  Nevertheless, this must be accounted for 
if the very low AA concentrations in human breath (typically a 
few ppbv[27, 28]) are to be accurately measured. 
3.2. Analysis of DMS in the presence of CO2 and AA 
This analysis has an insurmountable problem when using H3O+ 
reagent ions, because there is overlap of the product ions DMSH+ 
at m/z 63 both with AAH+H2O and H3O+CO2 ions, and the 
hydrate DMSH+H2O ion at m/z 81 with the hydrate AAH+(H2O)2 
ion. In principle, the DM34SH+ isotopologue ion at m/z 65 could 
be used for the analysis of DMS, but this overlaps with 
C2H5OH2+H2O, the monohydrate of protonated ethanol; as 
mentioned previously, ethanol is a common constituent of 
biogenic samples. So, the only recourse is to use NO+ reagent 
ions for DMS analysis when the characteristic product ion is 
DMS+ at m/z 62 (see reaction (7)), which is a unique product ion 
within the context of this study. Fortunately, the DMS+ parent 
cation does not readily form a hydrate and so the count rate of 
this ion is not influenced by the humidity of the sample. The 
kinetics library entry for the analysis of DMS using NO+ reagent 
ions, is therefore very simple (using a coefficient 1.04 to account 
for the isotopic abundance of the32S isotope), given as 
DMS(NO+) in the right column of Table 1. 
3.3. Analysis of CO2 in the presence of AA and DMS 
The analysis of CO2 using H3O+ reagent ions in the presence of 
AA has effectively been dealt with in Section 3.1. It is 
straightforward when the CO2 levels are within the range 1% to 
5% (which are typical at biological samples and exhaled breath) 
as long as the AA concentration is not large too (< 100 ppbv). 
However, CO2 analysis using H3O+ reagent ions is challenging if 
the DMS concentration exceeds about 100 ppbv, and the 
quantification becomes increasingly uncertain as the DMS 
concentration increases further. Then only an approximation to 
the CO2 concentration can be made and even this is only 
possible,becauseof the fortunate circumstance that the ratios of 
the characteristic product ion signals at m/z 81 to m/z 63 are 
 5 
 
different for the reactions of H3O+with AA and with DMS. Then, 
in principle, by measuring these ratios it is mathematically 
possible  
 
Fig.(3). Plot showing the carbon dioxide concentration (given in percentage units), measured using H3O+ (closed circles) and NO+ (open circles) reagent 
ions, with the humidity of the air sample was altered. The carbon dioxide/air mixture was prepared at a constant concentration of 3.5% CO2 (typical of 
exhaled breath concentration in the resting state). 
to calculate three independent concentrations (AA, DMS and 
CO2) from the three signal levels at m/z 45, 63 and 81. Such a 
calculation is implemented in the left columnin Table 2, where it 
is accepted that the ion count ratio for the characteristic product 
ions of DMS [81]/[63] = 1/6 at 5% absolute humidity and a 
sample flow rate of 27 mL/min at standard temperature and 
pressure (STP). Since this ratio is sample flow rate and humidity 
dependent, it needs to be preciselydetermined in a separate 
experiment under the actual conditions of a specific study. 
Similarly, the coefficient for the m/z 45 product ion must be 
adjusted according to the actual ratios of [45]:[63]:[81] obtained 
for the H3O+ reaction with AA at varying humidity and sample 
flow rate [13]. It is clear that this approach can result in only 
approximate analyses. 
Table 2. SIFT-MS kinetics library entries for the determination of the 
concentrations of CO2 in the presence of AA and DMS in humid samples 
using H3O+and NO+reagent ions. 
CO2_corrDMS_AA(H3O+) a 
 4 precursors 
  19 3e-15 1.0 
  37 3e-15 1.0 
  55 3e-15 1.0 
  73 3e-15 1.0 
3 products 
  63 1.0 
  45 1.5 
  81 -6 
CO2(NO+) a 
 3 precursors 
  30 1.5e-15 1.0 
  48 1.5e-15 1.0 
  66 1.5e-15 1.0 
3 products 
  74 1.0 
  73 -0.0029 
  43 -0.33 
 
aNote that the order of the library entries is important to trigger the 
inclusion of the power law calculation in the Profile 3 SIFT-MS software 
and must be as given in this table. 
However, as mentioned previously, NO+ ions slowly associate 
with CO2molecules (reaction (5)), a process that is important in 
the terrestrial ionosphere [14, 15], and that the resulting NO+CO2 
adduct ions at m/z 74 react with H2O molecules by ligand 
switching resulting in NO+H2O ions at m/z 48 (reaction (6)). The 
latter ion is also formed by direct association between NO+ ions 
and H2O molecules and, as such, is always present in SIFT-MS 
spectra when NO+ is the reagent ion used to analyse humid 
samples. Both the m/z 48 and 74 ions can be seen in the spectrum 
in Fig.(1b). The question is “can the m/z 74 ion be used to 
estimate the concentration of CO2?”. The answer is a qualified 
yes providing that the 2H and 17O isotopologues of H3O+(H2O)3 at 
m/z 74 and the switching reaction of NO+CO2 with the H2O 
molecules present (governed by the sample humidity) are taken 
into account. To this end, a simple experiment has been carried 
out to study the rate of loss of the NO+CO2 adduct ion with H2O 
molecules under SIFT-MS conditions and the results obtained are 
shown in Fig. (2). The loss of the m/z 74 NO+CO2 ions with 
increasing humidity is very clear, the signal level of this adduct 
ion decreasing by about a factor of 100 as the humidity increases 
from near zero to 6% of water vapour by volume that is typical of 
exhaled breath. Using these experimental data, which collectively 
describe the formation rate of the analytical adduct ion as 
obtained from the known rate coefficient for the association 
reaction (5) and its loss by the aforementioned switching reaction 
(6), an estimate of the CO2 concentration can be obtained. It is 
also essential toaccount for the overlap at m/z 74 of the 
isobaric2H and 17O isotopologues of H3O+(H2O)3 (using the 
known ratio of [74]/[73] for these ions in water vapour [29]) and 
for the overlap with the NO+AA product of the AA reaction 
(using the known [74]/[43] ratio for these products given in 
reaction (3). It is worthy of note that these corrections are of the 
order of 10% under typical humidity conditions of 3-5%. Thus, a 
suitable kinetics library entry is given in the right column of 
Table 2.The power-law correction shown in Fig. (2) is applied by 
the SIFT-MS analytical software to account for the loss of 
product ions in a fashion similar to that implemented for CO2 
quantification by H3O+[12]. 
 Using the kinetics library entries given in Table 2, we have 
analysed air samples containing CO2 at levels commonly met in 
exhaled breath using both H3O+ and NO+ reagent ions at varying 
humidity, and sample data are shown in Fig.(3). The scatter in the 
data is due almost entirely to the small count rates of the 
analytical adduct ions H3O+CO2 and NO+CO2, which are the 
results of the low rate coefficients of the three-body reactions (3) 
and (5) and the effects of their reactions with H2O. The count 
rates of these analytical ions would be greater should the count 
rates of the precursor (reagent) ions be increased above the 
current 106 ions per second, and efforts are now being made to 
achieve such increases. Given the current limitations on these ion 
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count rates, the agreement between the CO2 concentrations as determined using the two analytical ions is reasonable, and  
 
 
Fig. (4). SIFT-MS mass spectra (counts‐per‐second, c/s, against mass‐to‐charge ratio, m/z) obtained using (a) H3O+ and (b) NO+ precursor ions, showing 
the analysis of the headspace of an E. coli culture in DMEM, supplemented with 10% v/v foetal bovine serum, 2mM L-glutamine and 0.001% v/v 
dimethyl sulphoxide, DMSO. The dimethyl sulphide, DMS, is formed from the DMSO by bacterial reductase enzymes [32]. The m/z values of the 
identifiable compounds are indicated above the relevant peaks, and assigned to the neutral compounds from which they originate in the inset tables. 
sufficient for the analysis of most biological samples, especially 
when it is considered that the CO2 measurements are carried out 
simultaneously with other VOCs that are often present at the 
ppbvlevel[1, 30]. 
4. SAMPLE SIFT-MS MASS SPECTRA 
OBTAINED FOR A BACTERIAL CULTURE 
HEADSPACE 
To exemplify the data that is obtained when analysing the 
headspace of cell cultures, an analysis was performed of the 
headspace of a culture of the bacterium E. coli JM109. In this 
case, 1mL of E. coli suspension (in lysogeny broth) was added to 
24 mL of Dulbecco's modified Eagle medium, DMEM, inside a 
150 mL glass bottle, together with the addition of a small amount 
(0.001%) of dimethylsulphoxide, DMSO, that is commonly 
usedas a cryopreservant for cell lines [31], and sealed overnight 
at 37OC. SIFT-MS analytical spectra obtained using both H3O+ 
and NO+ reagent ions are shown in Fig.(4). Note the appearance 
of the characteristic analyte product ions for AA, CO2 and DMS, 
as indicated in the inset tables. The (very volatile) DMS 
originates from the reduction of the (less volatile) DMSO by the 
action of the bacterial cellular enzymes [32]. From these full scan 
spectra, which identify the analytical ions, analyses can be 
obtained using the multiple ion monitoring mode of SIFT-MS 
[23] together with the kinetics library entries for each compound 
given in Tables 1 and 2, as appropriate. 
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5. SUMMARY AND CONCLUDING REMARKS 
The discussion above concerning the ion chemistry and mass 
spectrometry involved in the SIFT-MS investigation of the 
potential problems and pitfalls in the simultaneous analysis of 
acetaldehyde (AA) carbon dioxide (CO2) and dimethyl sulphide 
(DMS) when all three compounds are present in a humid air 
sample, indicates that separate analyses of each of them can be 
achieved using a combination of H3O+ and NO+ reagent ions. The 
analyses of both AA, which can be achieved independently using 
both reagent ions, and DMS using NO+ reagent ions are robust. 
Analysis of CO2 is robust in the presence of AA alone, but CO2 
analysis in the presence of DMS is inaccurate unless the DMS 
level is below about 100 ppbv. Whilst the experiments have been 
carried out on one type of SIFT-MS instruments, the ion 
chemistry described and the general principles of proposed 
approaches to analyses are relevant to any SIFT-MS instrument. 
 In exhaled breath, the CO2 concentration lies within the 3-6% 
level and normally the AA and DMS levels are at the 10 ppbv 
level or less, at which the concentrations of all three compounds 
can be achieved reasonably accurately in real time using SIFT-
MS. The headspace air/vapour above bacterial cultures is richer 
in these organic compounds, as can be seen in Fig. (4), and so this 
needs to be carefully considered when assessing the accuracy of 
their analyses. 
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DOI: 10.1039/c2an35815hAldehyde dehydrogenase (ALDH) enzymes are responsible for the metabolism of aldehydes, including
acetaldehyde (AA), and are linked to disease. We describe a method to study ALDH activity in cell
cultures involving the measurement of AA concentrations in the gas/vapour phase. This has been
achieved using selected ion flow tube mass spectrometry (SIFT-MS), developed for the rapid
quantification of trace gases in humid media. Human cells of the hepG2 hepatocellular carcinoma cell
line and primary bone marrow-derived mesenchymal stem cells (hMSCs) depleted AA from the culture
media, but the application of ALDH inhibitors diethylaminobenzaldehyde (DEAB) and disulfiram
(DSF), suppressed this depletion or in some cases resulted in elevated AA concentrations. Further, the
cells were shown to reduce the dimethyl sulphoxide (DMSO) to dimethyl sulphide, which is mediated by
methionine sulfoxide reductase A (MsrA) enzymes. Interestingly, this process was also inhibited by
DEAB and DSF. The results of this study indicate that SIFT-MS gas phase analysis could be applied to
the study of volatile metabolites of intracellular enzyme reactions, this having potential utility in disease
research and drug discovery.Introduction
The toxic volatile compound acetaldehyde (AA) is an interme-
diary of human ethanol metabolism; the proposed mechanism
being that ethanol is oxidised to AA, which is then further oxi-
dised to acetate via enzyme-mediated reactions.1 However, AA
may also be formed by alternative mechanisms, including lipid
peroxidation.2 Aldehyde dehydrogenase (ALDH) enzymes are
thought to be primarily responsible for the oxidation/detoxifi-
cation of aldehydes, including AA, in conjunction with the
coenzyme nicotinamide adenine dinucleotide (NAD+), to form
the corresponding carboxylic acids. There are 19 ALDH
isozymes expressed in human cells, which have varying reaction
efficiencies depending on the aldehyde substrate present and
some also have other functions unrelated to aldehyde oxidation.
ALDH2 has by far the greatest affinity and reaction efficiency for
AA,3 although ALDH1B1 may also be involved in its metabo-
lism.4 These 2 mitochondrial enzymes are expressed in numerous
tissues of the body, but are most prevalent in the liver.4
ALDH deficiencies have been linked to the development of
numerous diseases including Parkinson’s disease,5 pyridoxine-
dependent epilepsy,6 Sj€ogren–Larsson syndrome,6 as well as some
which are also partially linked to the presence of AA, such as
alcoholic liver disease,7,8 ethanol-induced cancers,6 ischaemic tissueInstitute for Science and Technology in Medicine, Keele University,
Stoke-on-Trent, Staffordshire, UK. E-mail: d.smith@bemp.keele.ac.uk
† TWEC and BH contributed equally to this work.
‡ AJEH and DS are joint senior authors.
This journal is ª The Royal Society of Chemistry 2012diseases9 and Alzheimer’s disease.10 In spite of this, disulfiram
(DSF; trade-name Antabuse), an ALDH inhibitor, has been
prescribed as a treatment for alcohol abuse, causing greatly
increased concentrations of AA in the blood and contributing to an
extended ‘‘hangover’’ effect. The drug has also been proposed as a
treatment for cocaine addiction.11On the other hand, high ALDH
expressionhas been associatedwith heightenedmetastatic potential
in breast,12 prostate13 and pancreatic14 cancer stem cells in vitro and
has also been shown to play a role in drug resistance.15,16 Further-
more, in vitro17 and in vivo18 studies suggest that the aforementioned
ALDH inhibitor, DSF, may contribute to future anticancer ther-
apies. Heightened ALDH activity is also an important marker for
some stem cells, such as haematopoietic stem cells.
In vitro analyses of ALDH activity are commonly performed
on solutions containing ALDH, NAD+ and a suitable aldehyde
substrate, by measuring the change in the absorbance of solu-
tions at 340 nm, which provides an indication of the amount of
NADH produced from the enzyme reactions.3,4 This method of
analysis has been widely used in the study of individual enzymes
present in cell lysates, but is not useful for analysing metabolism
in live cells, and cannot provide direct information on substrates.
More recently, a flow cytometry-based assay has been developed,
viz. ALDEFLUOR (STEMCELL Technologies Inc.), for the
selection of so-called ALDHbr (ALDH-bright) cells, including
haematopoietic stem cells19 from a mixed population, employing
the ALDH inhibitor diethylaminobenzaldehyde (DEAB) as a
control. This technique has also been used to identify differences
in the levels of ALDH expression in a number of lung cancer cellAnalyst
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View Onlinelines, which, it is hypothesised, may be due to the stem cell-like
properties of some cancer cell lines.20 It has also found utility in
identifying and separating populations of cells based on their
ALDH expression levels, but it is not designed for in vitro
analyses of ALDH-mediated metabolism and enzyme kinetics.
Several gas/vapour phase mass spectrometry techniques have
been used to analyse the headspaces of a number of cancer-
derived and non-cancerous primary and transformed human cell
types cultured in vitro, with AA commonly observed. AA was
seen to have been produced by human lung cancer cell lines
CALU-1 and SK-MES, relative to their respective media, by
Smith and co-workers, using selected ion flow tube mass spec-
trometry (SIFT-MS), a real-time trace gas analysis technique.21
Numerous similar studies have since shown the compound to be
either produced22–24 or consumed22,24–26 by various cell types.
Noteworthy is the consistency of a headspace analysis study in
which it was found that BEAS2B produced AA, and A549
removed AA from their respective media24 with the previously
mentioned ALDEFLUOR study in which it was found that these
cell types contained very low (0.3%) and very high (94%) ALDH
expression levels respectively.20 These results indicate that the
production/consumption of AA from the headspace of a cell
culture is correlated with the levels of ALDH expression and/or
activity within the cells. This relationship is explored further in
the present study using SIFT MS.
In the present study, we investigate the activities of intracel-
lular enzymes within two cell types, specifically the effects of the
enzyme inhibitors DEAB and DSF on AA present in cultures of
immortalised hepatocellular carcinoma cell line (hepG2) and a
primary human bone marrow derived mesenchymal stem cell
(hMSC). This has been achieved using SIFT-MS, which allows
real time absolute quantification of volatile compounds present
in the headspace of cell cultures at concentrations down to parts-
per-billion by volume (ppbv), with no requirement for repeated
calibration. During the course of these experiments, it was
observed that the solvent used to dissolve the inhibitor
compounds, dimethyl sulphoxide (DMSO), was reduced to
volatile dimethyl sulphide (DMS) by both cell types. Thus, the
potential inhibitory effects of DEAB and DSF on this reduction
reaction have also been studied using SIFT-MS to analyse DMS
in the gas/vapour phase above the cell cultures.Experimental procedures
Cell cultures
Human mesenchymal stem cells, hMSCs, are a primary cell type,
and were isolated from a bone marrow aspirate sample (27 years
old male; Lonza, US) using the plastic-adherence methodology
and the hepG2 cells are of a human hepatocellular carcinoma cell
line (EtonBioscience,US), a cell line commonly used for the study
of liver function. In both cases, the cells were cultured to conflu-
ence in Dulbecco’s modified Eagle’s medium (DMEM; Lonza,
UK), supplemented with 10% v/v foetal bovine serum (FBS;
Lonza, UK), 50 U mL1 penicillin–streptomycin (Lonza, UK)
and 2 mM L-glutamine (Lonza, UK). The hMSCs additionally
contained 1%v/v non-essential amino acids. The hMSCs were not
cultured beyond passage number 4, whereas the well-differenti-
ated hepG2 cells were analysed before passage number 20.AnalystSample preparation
The ALDH inhibitors DEAB (Sigma, UK) and disulfiram (DSF;
Sigma, UK) were dissolved in DMSO (Sigma, UK). DMSO was
selected to be the common solvent for the inhibition experiments,
because it has a relatively low vapour pressure (1.8 mbar at
37 C) and thus was not expected to interfere significantly with
headspace analyses (further explanation below). The inhibitor
solutions were then added to volumes of medium so that the final
DMSO concentration was always 0.1% v/v (or 14 500 mM). In
some experiments, inhibitors were added to hMSCs during
routine culture, some 24 hours prior to proceeding to the next
phase of the analysis, but this pre-treatment was not employed in
the hepG2 experiments.
It is important to note thatmaximumconcentration ofDSF in a
DMSOsolution is 20mM,which imposed a limit on themaximum
concentration in the cultures (0.1% v/v) of 20 mM. The most
obvious alternative solvent to DMSO would have been ethanol,
but a concentration of 0.1% v/v ethanol in the liquid phase would
equate to a vapour phase concentration of around 200 ppmv at
37 C, assuming aHenry’s Law coefficient27 of 71mol kg1 bar1,
and this would have seriously interfered with the SIFT-MS
measurements because of the ability of ethanol molecules at this
concentration to totally deplete the precursor ions onwhichSIFT-
MS analyses depend.28 The importance of precursor ions in the
analysis is explained further in the SIFT-MS section below.
The method used for the preparation of cell cultures for SIFT-
MS headspace analysis was adapted from the previous studies
published in 2003 (ref. 21) and 2009 (ref. 22). On the evening
prior to the analysis, the cells were removed from the tissue
culture flasks using trypsin, counted using a haemocytometer,
and suspended in fresh DMEM media containing the ALDH
inhibitor where appropriate, inside 150 mL glass bottles. HEPES
buffer (Sigma, UK) was added to each cell suspension/media
volume to a final concentration of 10 mM in order to ensure that
the pH of the sample did not change significantly overnight. The
headspace of each bottle was purged with dry cylinder air before
the bottles were finally sealed with metal caps, which incorporate
rubber septa, and placed inside an incubator to be held at 37 C
for around 16 hours/overnight.SIFT-MS analysis
The methodology of SIFT-MS analyses for the sampling and
quantification of compounds in the headspace of liquid samples
has been described in detail previously.21,22,27–32 Briefly, the con-
tained headspace of a sealed 150 mL glass bottle, held at 37 C, is
sampled via a hypodermic needle, which penetrates a septum at
the bottle cap, allowing the gas–vapour mixture to flow directly
into the flow tube of the SIFT-MS instrument.27 The flow rate of
the sample into the instrument is controlled by a heated calibrated
capillary and is approximately 40 mL min1 so the typical head-
space volume of 135 mL can be sampled for about 30 seconds
before the pressure in the bottle is significantly reduced. This flow
rate is sufficiently small that the pressure reduction in the sealed
bottle is only small and insufficient to significantly distort the
analyses. This phenomenon has been discussed in a previous
publication.27 The trace compounds of the sample headspace are
ionised by the appropriate precursor/reagent ion species, whichThis journal is ª The Royal Society of Chemistry 2012
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tube of the instrument. The precursor ions, which are always
H3O
+, NO+ or O2
+, do not react significantly with the major
components of air in the headspace sample, minimising interfer-
ence from such compounds as nitrogen, oxygen and argon, and
the resulting product ions are characteristic of the trace volatile
analyte molecules. The product ions and the precursor ions are
then analysed by a quadrupole mass spectrometer/detection
system. Throughout the present study the instrument was oper-
ated in the multiple ion monitoring (MIM) mode, during which
the desired precursor ion and its hydrates,33 and the characteristic
product ions, are continuously monitored. This system, in
combination with the previously compiled kinetics data for the
reactions between the precursor ions and neutral molecules,34,35
rapidly allows the simultaneous absolute quantification of the
concentrations of several selected volatile compounds of interest.
The simultaneous detection and analysis of AA and DMS in a
mixture presents a peculiar problem to SIFT-MS because of the
overlap of characteristic product ions on which the analysis
depends. However, the ion chemistry involved has been studied in
detail and the kinetics database entries required for the accurate
analyses of these two compounds by SIFT-MS have been con-
structed by following the guidelines given by previous studies.34,35
In brief, AA was analysed using H3O
+ precursor ions and the
unique protonated AA characteristic product ion at m/z 45, as
described in detail in a recent paper.36 Since protonated DMS
forms a monohydrate at m/z 81, the dihydrate of protonated AA
could not be used as an analytical ion for AA in the presence of
DMS, as has been used previously.35Theunambiguous analysis of
DMS in the presence of AA was achieved using NO+ precursor
ions, again, as discussed in ref. 34 and 36.
Viability assay
In order to assess any changes in the viability of hepG2 cells due
to the method of analysis, which requires the cells to be sealed
inside a glass bottle for around 16 hours, cells were cultured to
near-confluence using the untreated medium described earlier,
and observed using a live-dead staining (Sigma, UK), and
confocal microscopy. 1.5(107) cells were suspended in 15 mL of
DMEM medium containing 200 mM DEAB or 20 mM DSF,
prepared as described previously, as well as an untreated sample
with no inhibitors or DMSO present. The cell-suspensions were
then sealed inside 150 mL glass bottles and incubated at 37 C for
16 hours. The suspensions were then removed from the bottles
and assessed by the same live-dead staining.
To test the affects of the ALDH inhibitors on cell viability,
hepG2 cells and hMSCs were cultured to near-confluence in 96-
well plates in their respective media, and treated with ALDH
inhibitors for 16 hours. An ATPLite kit (Perkin-Elmer, UK) was
used to quantify the ATP concentrations, according to the
manufacturer’s instructions. A Synergy 2 spectrophotometer
(BioTek, UK) was employed to detect luminescence levels.
Results
Analysis of the background culture media headspace
A first stage in these studies was to establish the background
concentrations of the common metabolites in the headspace ofThis journal is ª The Royal Society of Chemistry 2012the DMEM medium that was used exclusively in these cell
culture studies. Thus, the concentrations of acetone and ethanol,
which have previously been shown to largely originate from the
foetal bovine serum (FBS),22 as well as methanol, were routinely
measured as reference controls, alongside acetaldehyde (AA) and
DMS, which were the primary focus of this study. The potential
influence of DMSO, DEAB and DSF additions to the DMEM
medium was assessed. Table 1 indicates the headspace concen-
trations of the volatile compounds in DMEM media control
samples with and without the addition of the varying concen-
trations of DMSO, DEAB and DSF. As can be seen, there is no
discernible change in the headspace concentrations due to the
addition of the three compounds beyond the spread in the
measured values.AA measurements in the headspace of HepG2 cultures
Removal of AA from DMEM medium by cellular action. An
initial probing experiment was conducted in which pure AA was
added to 50 mL of the composite DMEM culture medium alone
contained in three of our standard 150 mL bottles containing
20 million hepG2 cells prior to the 16-hour incubation period at
37 C. Identical medium samples without cells were also analysed
(as described above) to obtain the starting (background) head-
space AA concentration. The starting AA concentrations were
measured as 59, 396 and 990 parts-per-billion by volume (ppbv),
or 0.4, 2.8 and 7.2 mM in the liquid phase, which were reduced by
approximately 90% in the presence of the 20 million hepG2 cells,
to 20, 48 and 118 ppbv respectively. The headspace concentra-
tions of acetone, ethanol and methanol were unchanged by the
presence of the added AA, the measured mean values, in ppbv,
being 264 (274); ethanol 208 (212); and methanol 73 (67), the
concentration without cells shown in parentheses.
The loss of AA from the DMEM medium was also investi-
gated as the number of hepG2 cells in the medium was varied,
beginning at the low AA level in 15 mL of medium that is partly
due only to the presence of the FBS. The results of these studies
are illustrated in Fig. 1a over the wide range of cell numbers from
1(104) through 3(107) and following 16 hours incubation at
37 C. The initial headspace concentration of AA of about
120 ppbv is rapidly reduced to almost background levels for
about 1(106) cells, which rapidly levels off with increasing cell
numbers up to 3(107) and asymptotically approaches zero ppbv.
This trend can be qualitatively explained by followingMichaelis–
Menton enzyme kinetics,1 which has been used here to produce a
model plot of the AA headspace concentration at the different
cell numbers covered in this study. This model assumes that AA
formation and loss is entirely due to the ethanol metabolism
pathway: ethanol/ AA/ acetate, which is further assumed to
proceed entirely by the actions of alcohol dehydrogenases -1B1,
-1C1, -1C2 and aldehyde dehydrogenases ALDH1B1 and
ALDH2. The implication of this metabolic pathway is that AA is
constantly produced, and at the same time removed by the
aforementioned enzymes. The Michaelis–Menton constants
(KM) and maximum enzyme reaction rates (Vmax) values were
obtained from the literature.3,4,37 Thus, assuming initial concen-
trations of 500 ppbv (44 mM, liquid phase) ethanol and 100 ppbv
(0.7 mM, liquid phase) AA in the medium, and that each hepG2
cell contains 5000 combined alcohol dehydrogenase -1B1, -1C1,Analyst
Table 1 SIFT-MS measurements of the headspace concentrations of
acetone, ethanol, methanol, AA and DMSmeasured in non-treated (NT)
DMEM medium, as well as medium containing 0.1% v/v DMSO
(141 000 mM) alone, and with dissolved diethylaminobenzaldehyde
(DEAB; 200 mM) or disulfiram (DSF; 20 mM), following 16 hours sealed
incubation with no cells present. All headspace concentrations are given
in parts-per-billion by volume (ppbv). The instrumental error is typically
within 10% (see Smith and Spanel, 2011 (ref. 32)), except in the case of
DMS, which was present at concentrations which are approaching the
limit of detection of the SIFT-MS instrument
Compound
concentration (M)
Headspace concentrations (ppbv)
Acetone Methanol Ethanol AA DMS
NT — 190 248 483 104 13
DMSO 1.4  102 181 242 554 109 33
DEAB 2.0  104 203 259 421 106 12
DSF 2.0  105 173 263 478 104 18
Mean — 187 253 484 106 19
D
ow
nl
oa
de
d 
by
 K
ee
le
 U
ni
ve
rs
ity
 o
n 
29
 A
ug
us
t 2
01
2
Pu
bl
ish
ed
 o
n 
29
 A
ug
us
t 2
01
2 
on
 h
ttp
://
pu
bs
.rs
c.o
rg
 | d
oi:
10
.10
39/
C2
AN
358
15H
View Online-1C2 molecules and 8000 combined ALDH1B1 and ALDH2
molecules, then 106 cells are calculated to consume 80% (net) of
the AA from the culture medium over 16 hours, but only 1% of
the ethanol. In this way the variation in AA headspace concen-
tration can be obtained for other cell numbers and the dashed
plot in Fig. 1a is a representation of the predicted variation. This
approach assumes that vapour phase/liquid phase equilibrium is
established and that Henry’s Law applies to this complex system
(Henry’s Law coefficients have been derived previously inFig. 1 Plots showing the AA concentrations, given in parts-per-billion by vo
cell number, following a 16-hour incubation period at 37 C. The cells were co
bottles for the duration of this period. In (a), the cells were not treated with AL
mathematical model, based on Michaelis–Menton enzyme kinetics (explanati
(closed circles) or 20 mMDSF (open squares) for 16 hours prior to the analys
range of the obtained values. Note the change of scale of the y-axes.
AnalystSIFT-MS experiments27). As can be seen, the model plot
approximately follows the data points from which we conclude
that enzymatic activity is responsible for the loss of AA from the
medium. Finally, it should be appreciated that the Henry’s Law
coefficients for ethanol and AA are greatly different at 37 C,
favouring the partition of AA into the headspace by a factor of
about 12 times.27 Hence, the change in the ethanol headspace
concentration for the observed changes in the AA headspace
concentration will be relatively small and not discernible within
the measurement uncertainty.
Inhibition of ALDH with DEAB. In order to investigate the loss
of AA via enzymatic processes, experiments were carried out in
which the ALDH inhibitor DEAB was added at different
concentrations to the DMEM medium containing 1.5(107)
hepG2 cells and the combinations were incubated for 16 hours at
37 C after which the headspace AA concentrations were
measured using SIFT-MS. The results obtained are shown in
Fig. 2a, where a general increase in the AA concentration is seen
with increasing DEAB in the cell culture media; the rate of
increase apparently slowing down at the higher DEAB
concentrations.
Headspace AA concentrations were also measured in the
presence of a fixed concentration of DEAB as the number of cells
in the medium was varied. For these studies a mid-range
concentration of DEAB of 200 mM was chosen from a consid-
eration of the data in Fig. 2a and the cell number was variedlume (ppbv), measured in the headspaces hepG2 cell cultures, against the
ntained in 15 mL volumes of DMEMmedium, inside sealed 150 mL glass
DH inhibitors (open circles), and the dashed line displays the results of a
on in Results section). In (b), the cells were treated with 200 mM DEAB
is. All experiments were performed in duplicate and the bars indicate the
This journal is ª The Royal Society of Chemistry 2012
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View Onlinebetween 1(104) and 5(106). The results of these experiments are
given in Fig. 1b. The first point to notice is that there is not a
reduction in the AA concentration even at the lowest cell number
as is seen in the data in Fig. 1a; in fact, there is a small increase
compared to the DMEMmedium alone. Then as the cell number
approaches 1(106) a clear increase in the headspace AA occurs
and a peak of around 600 ppbv (4 mM in the liquid phase) is
apparent at about 1(107) cells with a subsequent reduction as the
cell number is further increased. It is worthy of note that in these
DEAB intervention experiments the acetone, methanol and
ethanol present in the headspace of each cell culture did not
change with cell number.
Inhibition of ALDH with disulfiram. Similar experiments to
those above were carried out to study the influence of the enzyme
inhibitor disulfiram (DSF) on AA production/loss. The DSF was
added to the cell cultures at a maximal concentration of 20 mM
(see below in the Sample preparation section). Then the head-
space AA concentrations were measured for hepG2 cell cultures
over the cell number range from 1(104) to 1(107) and the results
are shown in Fig. 1b. It is clear that no increase in the AA levels
occurs; rather a small, continuous decrease from the DMEM
headspace levels is observed and not the small but certain
increase seen for DEAB addition over the same cell number
range. However, this is likely due to the much lower concentra-
tion of DSF that was possible compared to that for DEAB (see
Sample preparation section).Fig. 2 Plots showing the measured headspace concentrations of AA (a) and
DEAB concentration in cultures containing 1.5(107) hepG2 cells in 15 mL o
experiments. In samples of the medium alone, with no cells, no DMSO and no
130 ppbv, as is indicated with the labelled, short-dashed line, and the measured
variation following the experimental points.
This journal is ª The Royal Society of Chemistry 2012Dimethyl sulphide (DMS) measurements in HepG2 cultures
DMSO reduction to DMS by cellular action and inhibition by
DEAB and DSF. It was observed during the experiments that,
following overnight incubation, DMS was present in the head-
spaces of the cell-containing samples at parts-per-million by
volume (ppmv) levels where 0.1% v/v DMSOwas initially present
in the medium as a solvent or control. This translates to liquid-
phase concentrations of >300 nM, by Henry’s Law. Thus, the
effects of ALDH inhibitors DEAB and DSF on the DMSO/
DMS reduction reactions in hepG2 cells were simultaneously
investigated with the AA measurements. As before, the first
experiment involved varying the DEAB concentration (dissolved
in 0.1% v/v DMSO) in cell cultures containing 1.5(107) hepG2
cells. The results of these experiments are shown in Fig. 2b, where
it can be seen that from 0 to 25 mMDEAB, there is a 30% decline
in headspace DMS, but little further reduction with increasing
DEAB concentration.
The influence of cell numbers on the DMS production from
DMSO, and on the inhibitory effects of DEAB, were also
investigated. As before, the DEAB concentration was 200 mM in
all samples, with the cell numbers varied. The plot shown in
Fig. 3a provides further evidence that DEAB inhibits DMS
production. At cell numbers less than 5(105), when only DMSO
is present and the ALDH inhibitors are absent, DMS production
is negligible (1 ppbv or less in the headspace), but between 5(105)
and 5(106), the DMS concentration clearly increases. However,
when 200 mM DEAB is also present, DMS production is clearlyDMS (b), in parts-per-billion by volume (ppbv), against the liquid phase
f DMEM medium. The DEAB was dissolved in 0.1% v/v DMSO in all
inhibitor compounds present, the AA concentration was measured to be
DMS concentration was 10 ppbv. The long dashed curve is an ‘‘eye ball’’
Analyst
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View Onlinereduced and at cell numbers less than 5(106) cells there is little
production of DMS above the level appropriate to the zero
DEAB situation.
For cell numbers greater than 5(106) up to 3(107), DMS
production continues to increase for both the zero DEAB situ-
ation (labelled DMSO) and for the 200 mMDEAB situation, but
inhibition still occurs by the DEAB, as can be seen in Fig. 3b. The
DMS concentration appears to increase with cell number in a
linear fashion, and the slope of the line declines by about 30% in
the presence of the DEAB. A similar level of reduction is
observed in the headspace concentration of DMS when DEAB is
present, as shown in Fig. 2b. These experiments were conducted
from the same ‘‘stock’’ of cells, on the same day (i.e. not inde-
pendent experiments).
When 20 mM DSF is added, no DMS production is observed,
as can also be seen in Fig. 3a. Thus, both DEAB and DSF are
able to inhibit the reduction of DMSO to DMS by hepG2 cells.Headspace analyses of human mesenchymal stem cell cultures
As a comparison with the hepG2 cell line, similar experiments
(see section: Sample preparation) were conducted using primary
human bone marrow-derived mesenchymal stem cells (hMSCs).
Thus, cultures of approximately 5(106) hMSCs were in this case
pre-treated for 24 hours during routine tissue flask culture with
DEAB and DSF at the liquid concentrations given in Table 2.
The results of these exploratory experiments, also given inFig. 3 Plots showing the headspace DMS concentrations against the numb
circles), 200 mMDEAB (closed circles) and 20 mMDSF (open squares). The re
are presented on 2 separate plots by the number of cells present as follows: (a)
presented on a logarithmic scale, whereas in (b) the scale is linear. The concen
was approximately 10 ppbv in both situations.
AnalystTable 2, suggest that only DEAB is an effective inhibitor of
ALDH in the hMSCs, under these conditions, and it is also
effective at preventing DMS production from DMSO, particu-
larly at the higher DEAB concentration of 500 mM. DSF, on the
other hand, apparently has little or no effect on the ability of the
hMSCs to metabolise AA, but it has an inhibiting effect on DMS
production from DMSO, although the lower concentration of
DSF, relative to the DEAB experiments, may again be a
contributing factor to the observed metabolism of AA.Assessment of viability in HepG2 and hMSC cultures
The potential effects of the overnight incubation in the sealed
bottle on the viability of the hepG2 were observed using live-
dead staining, the resulting images being shown in Fig. 4a–d.
Here it is clear that the method of keeping the cells sealed for a
period of 16 hours, with and without the presence of DEAB or
DSF, caused little or no decline in the viability of the hepG2 cells
cultured. The effects of treating the cells with the ALDH inhib-
itors on the viabilities of hepG2 and hMSC cells were also
assessed and the resulting luminescence measurements are shown
in Fig. 4e and f. These indicate that that the inhibitors had no
clear affect on the viability of either cell type. However, we have
not thoroughly investigated the affects of this protocol of anal-
ysis on the condition of the cells, and it is surely true that these
adherent cell types will initially proliferate at a decreased rate on
transfer to suspension culture conditions and will tend to formers of hepG2 cells in DMEM media containing 0.1% v/v DMSO (open
sults were obtained from two independent experiments, which, for clarity,
1(104) to 5(106) cells; and (b) 0 to 3(107) cells. Note that the x-axis in (a) is
tration of DMS measured in the headspace of the DMEMmedium alone
This journal is ª The Royal Society of Chemistry 2012
Table 2 AA and DMS concentrations measured in the headspace of
hMSCs cultures (in glass bottles sealed by septa) containing typically
5 million cells in 10 mL of DMEM, following 24 hours pre-treatment and
a further 16 hours of sealed incubation at 37 C in the presence of DEAB
or DSF. All samples contained 0.1% v/v DMSO (14 500 mM) with the
exception of the non-treated cell-containing sample (NT). The mean
headspace concentrations of acetaldehyde and DMS in medium without
any cells were 89  37 and 6  4 ppbv respectively
Sample
Compound
concentration (mM) AA (ppbv) DMS (ppbv)
NT — 1 9 11 3
DMSO 14 500 6 12 3016 963
DEAB 100 83 171 2269 1756
200 76 162 2050 1524
500 120 205 585 934
DSF 10 44 7 29 1067
20 10 4 878 927
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View Onlineaggregates. These could affect cell behaviour. The essential point
is that the cells were all exposed to ostensibly identical condi-
tions, and the inhibitory affects of DEAB and DSF were clear.
Discussion
This study has described how SIFT-MS can be used to non-
invasively identify and accurately quantify volatile metabolite
compounds present in the headspace above immortalised cell
lines and primary derived cell cultures and thereby analyse
metabolic processes occurring in vitro. Crucially, it was observed
that the hepG2 cells, specifically the functional ALDH present
within the cells, metabolised the AA, effectively removing it from
the medium. However, when the ALDH enzyme inhibitor DEAB
was present in the cell cultures the headspace AA increased,
seemingly because the DEAB concentration was sufficient to
inhibit the action of the cellular ALDH in removing AA,
according to the general equation below.Alcohol !Alcohol dehydrogenase Aldehyde !Aldehyde dehydrogenase Carboxylic acidOn the other hand, alcohol dehydrogenase was not inhibited in
producing AA, and consequently the liquid phase/vapour phase
AA increases. This explains why DEAB appeared to cause the
accumulation of AA, as opposed to simply preventing the loss of
the compound, as was the case for DSF. The spread in the AA
levels measured in each experiment are presumably due to batch-
to-batch variations in the cell status (cell cycle), which are likely
linked to enzyme expression levels.38 That the AA level does not
fall at the lower cell numbers (see Fig. 1a) is the result of the
inhibiting effect of the DEAB molecules. At the highest cell
densities the ALDH molecular density could become excessive
leaving the DEAB insufficient to prevent the loss of AA, which is
seen to decrease towards the initial DMEM value. In short, the
accumulation and loss of AA in this way is the key to under-
standing the form of the data curve shown in Fig. 1b. It is worth
mentioning that acetic acid can be quantified by SIFT-MS,39 but
because the pH of the cell culture media (typically 7.5) any aceticThis journal is ª The Royal Society of Chemistry 2012acid formed exists largely as non-volatile acetate ions. However,
several biogenic molecular species, including methanol, ethanol,
acetone and AA were observed in the headspace of the DMEM
medium used exclusively for these studies. Acetone and ethanol
were previously reported to originate largely in the FBS, which is
routinely added to the cultures.22 The presence of these
compounds was confirmed in these latest studies.
The reduction of DMSO to DMS by the hepG2 cells was
observed, which was apparently also inhibited by the presence of
DEAB and DSF in the hepG2 cell cultures, which, to the
authors’ knowledge has not been reported previously. It has
previously been reported that DMSO can be reduced by the
actions of the enzyme methionine sulphoxide reductase A
(MsrA).40–42 The presence of this enzyme in the hepG2 cells and
hMSCs used in this study has been confirmed by quantitative
real-time polymerase chain reaction (PCR) (data not shown). It
is possible that DEAB and DSF directly inhibited the actions of
the cellular MsrA, for example by interacting with the cysteine
residues of the enzyme active site.43 Alternatively, the inhibitors
could have indirectly affected the activity of this enzyme by
causing aldehyde concentrations to increase in the media,
although no linear relation is evident from the plots in Fig. 1b
and 3. MsrA is believed to protect tissue from oxidative damage,
and may be related to the ageing process. Diminished MsrA
activities have also been reported in the brains of Alzheimer’s
disease patients,44 and there is evidence to suggest that the
enzyme protects dopaminergic cells from Parkinson’s disease-
related damage.45 To the authors’ knowledge, the possibility of a
link between ALDH/AA and MsrA function/activity levels has
not been reported in the literature. This may have implications
for the use of DSF (Antabuse) for the treatment of alcohol and
cocaine addictions, mentioned previously.11 Also, given that
ALDH has also been linked with the development of bothParkinson’s5 and Alzheimer’s10 diseases, these findings may be
significant in the pathology of these diseases.
In summary, we have demonstrated that SIFT-MS can be used
for the measurement of volatile compounds emitted by cell
cultures, and that these measurements can be used to study
cellular activity, including that of specific intracellular enzymes,
and even enzyme kinetics. The scope of this technique is not
limited to the study of AA metabolism by ALDH, as is
demonstrated by the finding that the cell-types studied both
reduced DMSO to DMS. Provided that the substrates and/or
products of enzymatic reactions are volatile, the described tech-
niques could certainly be applied for the analysis of the metabolic
activity of other cell types, including microbial cells and animal
cells, which can also be used to study time variations in volatile
compound emissions and hence to follow the course of cellular
activity and responses to chemical stimuli. Also, as is mentioned
in the Introduction, toxic AA and ALDH deficiencies have beenAnalyst
Fig. 4 Microscopy images of hepG2 cells (a) prior to and (b–d) following overnight incubation inside sealed glass bottles. The cells in (a) and (b) were
not treated with ALDH inhibitors, whereas in (c) and (d) 200 mMDEAB and 20 mMDSF were added to the contained medium respectively. The results
of ATPLite assays conducted on hepG2 (e); and hMSC (f), are also shown. The results were obtained following culture under normal conditions (non-
treated; NT) or following 16 hours of treatment with 0.1% v/v DMSO, or with ALDH inhibitors: DEAB or DSF. The inhibitor concentrations are
indicated on the x-axis where appropriate. The data is presented as the mean  standard error (N ¼ 8).
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View Onlinelinked to numerous diseases, such as ethanol-induced cancers,6
alcoholic liver disease7 and ischaemic tissue diseases.9 The simple,
rapid and non-invasive analytical methods described in this
study could surely find utility in drug screening, which could aid
in the treatment or prevention of these and other diseases.
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Rapid Commun. Mass Spectrom. 2011, 25, 2163–2172Time‐resolved selected ion ﬂow tube mass spectrometric
quantiﬁcation of the volatile compounds generated by E. coli
JM109 cultured in two different media
Thomas W. E. Chippendale1, Patrik Španěl1,2* and David Smith1
1Institute for Science and Technology in Medicine, School of Medicine, Keele University, Thornburrow Drive, Hartshill, Stoke‐on‐
Trent ST4 7QB, UK
2J. Heyrovský Institute of Physical Chemistry, Academy of Sciences of the Czech Republic, Dolejškova 3, 182 23, Prague 8,
Czech Republic
Preliminarymeasurements have beenmade of the volatile compounds emitted by the bacterium E. coli JM109 cultured in
the commonly used media Dulbecco’s modiﬁed Eagle’s medium (DMEM) and lysogeny broth (LB) using selected ion
ﬂow tube mass spectrometry, SIFT‐MS, as a step towards the real time, non‐invasive monitoring of accidental infec-
tions of mammalian cell cultures. In one procedure, the culture medium alone and the E. coli cells/medium combina-
tion were held at 37°C in bottles sealed with septa for a given time period, usually overnight, to allow the bacterium
to proliferate, after which the captured headspace was analysed directly by SIFT‐MS. Several compounds were seen
to be produced by the E. coli cells that depended on the liquid medium used: when cultured in DMEM, copious
amounts of ethanol, acetaldehyde and hydrogen sulphide were produced; in LB ammonia is the major volatile pro-
duct. In a second procedure, to ensure aerobic conditions prevailed in the cell culture, selected volatile compounds
were monitored by SIFT‐MS in real time for several hours above the open‐to‐air E. coli/DMEM culture held at close
to 37°C. The temporal variations in the concentrations of some compounds, which reﬂect their production rates in the
culture, indicate maxima. Thus, the maxima in the ethanol and acetaldehyde production are a reﬂection of the reduc-
tion of glucose from the DMEM by the vigorous E. coli cells and the maximum in the hydrogen sulphide level is an
indication of the loss of the sulphur‐bearing amino acids from the DMEM. Serendipitously, emissions from DMEM
inadvertently infected with the bacterium C. testosteroniwere observed when large quantities of ammonia were seen
to be produced. The results of this preliminary study suggest that monitoring volatile compounds might assist in the
early detection of bacterial infection in large‐scale bioreactors. Copyright © 2011 John Wiley & Sons, Ltd.
(wileyonlinelibrary.com) DOI: 10.1002/rcm.5099There is a growing interest in identifying and quantifying
volatile compounds that are emitted from mammalian and
bacterial cell cultures in vitro, since these may assist in diag-
nosing and monitoring related diseased states in vivo, for
example via breath analysis and urine headspace analysis.
Additionally, if volatile biomarkers of the early onset of infec-
tion in large‐scale industrial bioreactors[1] could be identiﬁed,
especially by real‐time continuous monitoring, then this
could be of great value economically. It is with these uses in
mind, especially breath analysis for clinical diagnosis and
therapeutic monitoring, that we have developed selected ion
ﬂow tube mass spectrometry, SIFT‐MS.[2–4] With SIFT‐MS,
analyses of single exhalations of breath can be carried out
obviating sample collection with all the disadvantages this
brings, making SIFT‐MS a valuable technique for ambient gas
analysis.[5] The development of SIFT‐MS and its application
to breath analysis and in other areas of research by several
research groups are summarized in recent review papers.[6,7]* Correspondence to: P. Španěl, J. Heyrovský Institute of Physical
Chemistry, Academy of Sciences of the Czech Republic,
Dolejškova 3, 182 23, Prague 8, Czech Republic.
E‐mail: spanel@jh‐inst.cas.cz
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216Relevant to the present paper are the previous SIFT‐MS pilot
studies of the volatile organic compounds, VOCs, released by
two cancer cell lines (CALU‐1 and SKMES) cultured in vitro[8]
which showed that both emit acetaldehyde in amounts in
close proportion to the number of cells in the medium, in this
case DMEM (Dulbecco’s modiﬁed Eagle’s medium) supple-
mented with 10% (v/v) FBS (foetal bovine serum). More
recently, we have extended this work by quantifying both
acetaldehyde and carbon dioxide in the headspace of malig-
nant and non‐malignant lung cell lines in vitro, recognising
that some acetaldehyde, ethanol and acetone were released
by the FBS into the cell culture headspace.[9] It was seen in
this study that one of the non‐malignant cell lines actually
removed acetaldehyde from the DMEM/FBS, a feature that
we see again in our most recent studies of mesenchymal
stems cells.
The focus of the present study was to extend the mamma-
lian (human) cell culture work to the study of the volatile
compounds emitted by microbial cultures. Our ﬁrst entry into
this topic involved a study of the VOCs released by the bac-
terium Pseudomonas aeruginosa, PA, present in the sputum
from cystic ﬁbrosis patients when cultured on blood agar
and Pseudomonas‐selective media plates. Ammonia, acetoni-
trile, ethanol, dimethyl disulphide and hydrogen cyanide,
HCN, were detected and quantiﬁed by SIFT‐MS.[10]Copyright © 2011 John Wiley & Sons, Ltd.
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2164Subsequently, HCN was detected in the exhaled breath of
children suffering from cystic ﬁbrosis[11] and this offers the
opportunity to monitor the presence of PA in the airways
and its eradication by therapy.
There have been few studies of microbial cultures in the
liquid medium phase; microbial studies have focused mostly
on foods,[12] sewage[13] and agriculture.[14] A recent study
using proton transfer reaction mass spectrometry, PTR‐MS,
of microbial volatile metabolites[15] indicated that three bac-
terial species and one fungus could be distinguished by the
relative amounts of product ions tentatively related to the
released methanol, ethanol, acetaldehyde, indole and 2‐
butanone. There has also been some SIFT‐MS work to detect
and identify VOC emissions from medically important
fungi.[16] Six different fungi were cultured in ﬁve different
media and varying concentrations of ethanol, acetaldehyde,
acetone, methanethiol and 2‐butenal were observed. An
important observation is that the compounds detected varied
both for the type of fungus and medium that was used to cul-
ture them. Similar work has also been carried out using SIFT‐
MS to identify the VOCs produced by different bacteria,[17]
and to compare the speed with which bacterial infections
could be identiﬁed with an automated blood culture sys-
tem.[18] SIFT‐MS was shown to be capable of identifying
almost all species of bacteria included in the study after 8 h
of incubation, several hours earlier than the automated sys-
tem. In two of these studies,[16,17] the headspace concentra-
tions of some of the detected compounds were quantiﬁed
using only crude rating systems based on the counts‐per‐
second of their product ions. In a more recent study, multi-
variate analysis was used to treat SIFT‐MS data in order to
distinguish between different species and strains of bac-
teria cultured using tryptone‐yeast extract medium.[19]Table 1. List of the precursor ions and the primary product ion
their hydrates, as used for the compound analyses reported in t
Compound
Precursor ions
(m/z)
Water vapour H3O
+(H2O)0,1,2,3 (19, 37, 5
Ammonia
Methanol
Hydrogen sulphide
Acetaldehyde
Ethanol
Methanethiol
Acetone
Propanol
Dimethyl disulphide
Acetone NO+(H2O)0,1,2 (30, 48,
Butanone
Dimethyl disulphide
Ammonia O2
+ (32)
Dimethyl disulphide
aThe m/z values of the isotopologues of the sulphur‐containing
butions of the precursor ions, H3O
+(H2O)1,2,3, to the analysis of ea
is dependent on the reaction energetics.[24] The judicious choice
overlap of different product ions with the same m/z value. For e
ion at m/z 43 is used to avoid overlaps with the characteristic ion
for further explanation.
wileyonlinelibrary.com/journal/rcm Copyright © 2011 John WileFollowing 5 h of culture, this revealed that almost all cell
populations were distinguishable in clearly deﬁned populations
on a multidimensional scaling plot, and this differentiation
improvedwhen data obtained after a further 24h of culturewere
analysed. A study has been carried out of the emission of volatile
compounds from Bacillus cereus and PA contaminations in
Chinese hamster ovary (CHO) cell perfusion bioreactor cultures
using a gas sensor array. Unidentiﬁed volatile compounds pro-
duced a response of the sensor 10h before the presence of the
infecting microorganisms could be detected by changes in pH
and the concentration of dissolved oxygen.[20] This work is
perhaps indicative of the potential value of early identiﬁca-
tion of microbial infections in bioreactor cultures to industry.
The present pilot study is intended to point the way to the
proper identiﬁcation and quantiﬁcation by SIFT‐MS of vola-
tile compounds emitted by various bacteria cultured in var-
ious liquid media and ultimately to facilitate the recognition
of the onset of bacterial infection of cell cultures. In this initial
study we chose to investigate in detail the time proﬁles of the
concentrations of VOCs released by a deﬁned strain of bacter-
ium Escherichia coli (E. coli) cultured in two commonly used
media and to complement the results with analyses of VOC
emissions from a medium, DMEM, unintentionally infected
with the bacterium Comamonas testosteroni.EXPERIMENTAL
SIFT‐MS
The SIFT‐MS analytical technique for sampling liquid head-
space has been described in detail in several research and
review papers,[6,7,9,21–23] and need not be repeated here. It iss together with their mass‐to‐charge ratio, m/z, and those of
his paper
Simplest product ion m/za
5, 73) H3O
+(H2O) 37, 55, 73
NH4
+ 18, 36, 54
CH5O
+ 33, 51, 69
H3S
+ 35
C2H5O
+ 45, 63, 81
C2H7O
+ 47, 65, 83
CH5S
+ 49, 67, 85
C3H7O
+ 59, 77, 95
C3H7
+ 43
C2H7S2
+ 95 (97)
66) NO+C3H6O 88
NO+C4H8O 102
C2H6S2
+ 94 (96)
NH3
+ 17, 35
C2H6S2
+ 94 (96)
compounds are indicated in parentheses. The relative contri-
ch compound, either by proton transfer or ligand switching,
of precursor ion minimises ambiguity that can result in the
xample, for the analysis of propanol, only the characteristic
s of the isobaric acetic acid and methyl formate; see the text
y & Sons, Ltd. Rapid Commun. Mass Spectrom. 2011, 25, 2163–2172
Time‐resolved SIFT‐MS of bacteriasufﬁcient to say that the analysis of the captured headspace
of liquid cell cultures is achieved by penetrating the septum
that seals the glass bottle containing themedium/cell/bacterial
culture with a hypodermic needle connected directly to the
sample inlet port of the SIFT‐MS instrument.[23] There is mini-
mum dead space volume and so the response of the system is
very rapid. The glass bottles have a volume of about 200mL
and the volume of medium/cells was standardised at 25mL.
The sampling ﬂow rate was approximately 40mL/min,
and so the headspace volume was sufﬁcient to allow a 1‐min
analysis time without appreciably lowering the pressure inFigure 1. SIFT‐MS spectra (counts‐per‐second, c/s, against
sor ions for the analysis of the captured (contained) headspa
FBS and 2mM L‐glutamine and (b) 24mL of the same med
medium following overnight incubation at 37°C of both the
tively identiﬁed major compounds are indicated.
Copyright © 2011Rapid Commun. Mass Spectrom. 2011, 25, 2163–2172the bottle that results from the sampling process. In a subse-
quent experiment, after recognising the virility of E. coli
cells, the headspace of the bacterial culture was analysed
when open to the atmosphere for the reason alluded to in
the next section.
The appropriate precursor (reagent) ion was chosen (from
either H3O
+, NO+ or O2
+) and the SIFT‐MS instrument was
operated in the full scan (FS) mode in which an analytical
mass spectrum was acquired over a chosen range of mass‐
to‐charge ratio, m/z, when the spectrum (see examples later)
provided the information fromwhich the volatile compoundsmass‐to‐charge ratio, m/z) obtained using H3O
+ precur-
ce of (a) 25mL of DMEM supplemented with 10% (v/v)
ium with 1mL of highly concentrated E. coli cells in LB
medium and the medium/cells culture. Only the posi-
wileyonlinelibrary.com/journal/rcmJohn Wiley & Sons, Ltd.
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2166in the headspace of the liquid were identiﬁed and approxi-
mately quantiﬁed. The instrument can then be operated in
the multiple ion monitoring (MIM) mode in which the appro-
priate primary precursor ion and its hydrates[24] and charac-
teristic product ions and their hydrates of chosen volatile
compounds (see Table 1) are selectively monitored and this
provides a more accurate quantiﬁcation than does the FS
mode of data acquisition.Preparation of bacterial cultures
The JM109 strain of E. coli used throughout this pilot study is
widely used for producing large amounts of a speciﬁc gene,
which can be transfected into mammalian cells (genetic
modiﬁcation) to elicit a desired response, such as increased
production of a particular protein.[25,26] These E. coli cells
(originally purchased from Stratagene, now Agilent) were
initially cultured overnight at 37°C in lysogeny broth (LB),
which contained no glucose, using a shaker ﬂask system in
which the culture was open to the atmosphere. In this way
the cells reached a high number density, and based on optical
density measurements using a 600 nm wavelength, the high
density suspensions were estimated to contain 1.5–2.0 billion
cells per millilitre. 1mL samples of this medium/cell compo-
site were transferred to the sample bottles containing 24mL
of either DMEM (Sigma‐Aldrich) supplemented with 10%
(v/v) FBS and 2mM L‐glutamine or LB. The bottles were
sealed by a septum and incubated overnight at 37°C. The fol-
lowing morning the cell density had clearly increased in both
samples and, in addition, the DMEM/cell culture, which con-
tained a phenol red indicatotr, had changed to a yellow col-
our, indicating a reduction of the pH of the sample.
LB is a nutritionally rich medium primarily used for bacter-
ial growth. There are several common formulations of LB, but
they generally share a similar composition of ingredients
used to promote growth, including nitrogenous peptides
formed from the enzymatic digestion of casein (collectively
known as tryptone), vitamins, trace elements and minerals.Table 2. Concentrations of various compounds (in parts‐per‐b
space above different concentrations of growing cultures of
L‐glutamine
Compound Primary precursor ion
Methanol H3O
+
Hydrogen sulphide
Acetaldehyde
Ethanol
Methanethiol
Propanol
Acetone NO+
Dimethyl disulphide
Ammonia O2
+
aThe bacteria were ﬁrst cultured overnight in shaker ﬂasks cont
the following morning. A volume of this suspension, indicated in
DMEM so that the ﬁnal volume was always 25mL. These E. col
in the morning. Note that there is not a simple relationship b
concentrations of the volatile compounds.
wileyonlinelibrary.com/journal/rcm Copyright © 2011 John WileDMEM, on the other hand, is commonly used in mammalian
cell culture, and the high glucose (4.5 g/L) variant was used
throughout this work. Its other components include a host
of inorganic salts, amino acids and vitamins. As we show
below, the different compositions of these two media result
in the production of very different major volatile compounds.
An important comment is now in order regarding incu-
bation of the bacterial cultures in the sealed bottles. This
procedure was previously investigated very thoroughly for
our previous cell culture work.[8,9] The malignant and non‐
malignant mammalian cells that we have worked with are
not vigorous and during overnight (about 1000min) culture
the production of volatiles is relatively slow, and the conse-
quential loss of oxygen from the sealed headspace is not
sufﬁcient to transit from aerobic to anaerobic conditions;
signiﬁcantly, after culture the cell viability was always around
95%. However, as expected, the bacterial cells are much more
vigorous and can consume the enclosed oxygen more quickly.
It is difﬁcult to model the oxygen loss but it does seem likely
that its partial pressure will fall during an overnight incuba-
tion period so the conditions might become somewhat
hypoxic and the metabolism of the bacteria may begin to
switch from aerobic to anaerobic. Thus, as explained in the
previous section, the real‐time production of volatile com-
pounds was investigated in the headspace above the bacterial
cultures when open to the atmosphere.RESULTS
E. coli cultured in DMEM
In all these measurements the headspace of the medium alone
(also held at 37°C overnight in a sealed bottle) was analysed,
immediately followed by the analysis of medium/bacterial
culture headspace. Sample FS spectra obtained using H3O
+
precursor ions are shown in Fig. 1. These spectra were
obtained by scanning the analytical mass spectrometer three
consecutive times each for 20 s. The FS spectrum obtainedillion, ppb) as measured by SIFT‐MS in the captured head-
E. coli JM109 in DMEM with 10% FBS (v/v) and 2mM
E. coli added (mL)a
0 1 5
270 280 300
10 1000 37,000
150 10,000 16,000
600 37,000 67,000
10 350 1500
50 160 150
420 380 250
10 500 1000
700 700 600
aining LB, resulting in a highly concentrated cell suspension
the top row of the table, was then added to bottles containing
i/DMEM suspensions were cultured overnight and analysed
etween the initial number of E. coli cells and the headspace
y & Sons, Ltd. Rapid Commun. Mass Spectrom. 2011, 25, 2163–2172
Figure 2. Plots of concentration (parts‐per‐billion, ppb) against time (h) for several compounds emitted from
15mL of DMEM, supplemented with 10% (v/v) FBS and 2mM L‐glutamine, together with 10mL of LB medium
that contained approximately 15–20 billion E. coli cells cultured over a 4‐h period near 37°C in an open glass bottle
of volume 200mL, as measured by SIFT‐MS using the H3O
+ precursor ion: (a) water vapour; (b) methanol; (c) etha-
nol; (d) acetaldehyde; (e) hydrogen sulphide; (f) methanethiol; (g) acetone; and (h) propanol. The mean absolute
concentrations of water vapour (in percentage, %) and methanol (ppb) are also shown in (a) and (b), respectively,
for the ﬁrst and last hour of the experiment, which both indicate about a 5% decline from the starting measurement
over the course of the analysis due to a minor detuning of the analytical mass spectrometer over the 4‐h time per-
iod. Note the very large number of data points (about 2700) on each plot. See the text for a discussion of these data.
Note the larger statistical scatter of the data for the lower compound concentrations.
Time‐resolved SIFT‐MS of bacteria
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2168on analysing the headspace of the medium alone is shown in
Fig. 1(a) and that for the medium/cells culture is shown in
Fig. 1(b). Clearly, the major peaks in these spectra are the
hydronium ion and its hydrates at m/z values of 19, 37, 55,
73 and 91; the relative signal levels (ion count rates) of these
ions provides the absolute humidity of the headspace
gas,[27] which is typically close to 5%. The smaller peaks in
the medium headspace spectrum are characteristic of ethanol
(concentration of 500 ppb), acetaldehyde (150 ppb), acetone
(500ppb) and ammonia (700 ppb). It is understood that these
compounds originate from the FBS that is added to the
DMEM, as mentioned above.
Now compare the spectrum in Fig. 1(a) with that obtained
for the analysis of the medium/cell culture in Fig. 1(b) and
notice the relatively intensive peaks at an m/z value of 35,
undoubtedly due to the presence of hydrogen sulphide,
H2S
[28] (present at the high concentration of about 50 parts‐
per‐million, ppm), and those at m/z 45, 63 and 81, which are
due to acetaldehyde (about 10 ppm) and m/z 47, 65 and 83
due to ethanol (about 100 ppm). The concentration of ethanol
is so high that the proton‐bound dimer and trimer ions of this
compound are clearly present,[21] as indicated in Fig. 1(b), as
is the proton‐bound dimer ion of acetaldehyde. Also seen
on this spectrum is methanethiol (m/z 49, 67 and 85). Mea-
surements with two different numbers of E. coli cells (assessed
by adding different volumes of a stock suspension of these
bacterial cells to fresh DMEM, maintaining the total volume
at 25mL; actual numbers of cells not determined) gave the
results seen in Table 2. Note that there is not a simple relation-
ship between the compound headspace concentrations and
the ﬁve‐fold increase in cells numbers. The fractional increase
in ethanol and acetaldehyde is much less than ﬁve times and
this we judge to be due to the depletion of the glucose from
the medium, which is the metabolic source of these com-
pounds (see also Fig. 2). There is also evidence to suggest that
propanol and dimethyl disulphide are produced in smaller
quantities, although accurate analyses, especially of low level
compounds, might be inﬂuenced by the extremely high etha-
nol and acetaldehyde concentrations. These compounds are
further discussed below.
In viewof the very large concentrations of the capturedmajor
headspace compounds, the cultures were set up again in the
glass bottles (10mL of E. coli broth added to 15mL of DMEM)
and placed into the temperature enclosure at 37°C. The open
neck of the bottle was positioned close to a small hole in the
wall of the enclosure (and therefore at a somewhat lower tem-
perature than 37°C) and the needle normally used to pene-
trate the septum was placed a few centimetres inside the
bottle allowing the headspace to be continuously sampled
and analysed for several chosen compounds using the MIM
mode of data acquisition for about 4 h. In this way there
was a free ﬂow of air into the bottle, and free ﬂow of trace
compounds out of the bottle could take place principally by
diffusion, since the headspace was not agitated. The number
of precursor and characteristic product ions that had to be
sampled amounted to 25 in this particular MIM mode study.
This meant that each compound under analysis was sampled
every 5 s, which in the approximately 14 000 s of observation
realised about 2700 data points (analyses) for each com-
pound. The very interesting results of the time variation of
the headspace concentrations of the individual compounds
are shown in Fig. 2.wileyonlinelibrary.com/journal/rcm Copyright © 2011 John WileNote in Fig. 2(a) the constancy of the water vapour pres-
sure at about 5% over the total observational period, this
being equivalent to a temperature of about 35°C. The mea-
surement of the expected steady water vapour level is an
indicator of the instrument stability. Notice in Fig. 2(b) that
the methanol concentration is also closely invariant over the
observational period at a concentration of 180 ppb with a
standard deviation, SD, of 52 ppb. Its origin is the FBS supple-
ment in the DMEM medium and so E. coli JM109 in DMEM
does not generate methanol (but some fungi do so, as men-
tioned in the last section of this paper).
Ethanol is the most abundant compound present in the
open headspace, as expected in view of the data presented
in Table 2 that relates to the contained headspace. Its concen-
tration increases as the E. coli cell numbers grow reaching a
zenith at the end of the observational period when it begins
to fall, again presumably due to the depletion of the glucose
in the medium (see Fig. 2(c)). The acetaldehyde concentration
also increases and reaches its zenith earlier than that for etha-
nol and its reduction is faster, reﬂecting a common origin
(glucose) of these related compounds. Notice that its maxi-
mum concentration of 3.5 ppm is 3–4 times lower than its
value reached in the contained headspace (Fig. 2(d) and
Table 2). This is explained by the high volatility of acetalde-
hyde, which is more than ten times greater than that of etha-
nol, as reﬂected in the much greater Henry’s Law
coefﬁcient.[23]
A similar situation pertains to the very volatile hydrogen
sulphide, H2S, the concentration of which peaks earlier and
declines more quickly than that of the acetaldehyde, and
can be seen to reach a maximum of about 4 ppm, some ten
times lower than the contained concentration (see Fig. 2(e)
and Table 2). The origin of the H2S is assumed to be the
sulphur‐bearing amino acids present in the DMEM
(L‐cysteine and L‐methionine), which is relatively quickly
consumed by the E. coli cells. The concentration reached by
the methanethiol, about 500 ppb, is several times lower than
that in the contained headspace (Fig. 2(f) and Table 2).
The acetone headspace concentration apparently reduces
during the period of the observations (see Fig. 2(g)). The ori-
gin of the acetone is the FBS in the DMEM. This loss can
either be due to evaporative loss from the medium or that
the E. coli cells are actually using it as a source of energy.
Loss due to consumption seems unlikely, because of the
approximate constancy of the acetone above the contained
medium alone and the cell cultures (see Table 2). There is an
indication that propanol is produced in the cell cultures, as
seen in Fig. 2(h) and Table 2. The concentration of propanol
was evaluated using the m/z 43 product ion only.[29] The pro-
tonated propanol ion at m/z 61 was avoided, because of the
potential overlap with the protonated ions of the isobaric
compounds methyl formate and acetic acid,[30] made very
necessary because of the presence of a small concentration
of acetic acid (100 ppb), as indicated by m/z 90 product ions
when NO+ was used to analyse the headspace.
E. coli culture in LB
As before, the headspace of the LB medium alone (also held
at 37°C overnight in a sealed bottle) was analysed, immedi-
ately followed by the analysis of medium/bacterial culture
headspace. Sample FS spectra obtained using H3O
+ precursory & Sons, Ltd. Rapid Commun. Mass Spectrom. 2011, 25, 2163–2172
Time‐resolved SIFT‐MS of bacteriaions are shown in Fig. 3, that for the headspace of the medium
alone in Fig. 3(a) and that for the LB medium/cell culture in
Fig. 3(b). Clearly, the major peaks in these spectra are the
hydronium ion and its hydrates; the smaller peaks in the
medium headspace spectrum are characteristic of ethanol
(300 ppb), acetaldehyde (600 ppb), ammonia (400 ppb) and
acetone (340ppb).
Now compare the spectrum in Fig. 3(a) with that obtained
for the analysis of the medium/cell culture in Fig. 3(b) and
notice the very large peaks at m/z values of 18, 36 and 54,
undoubtedly due to ammonia, NH3 (present at relatively
large concentration of 50 ppm),[31] and those smaller butFigure 3. SIFT‐MS spectra (counts‐per‐second, c/s, against m
ions for the analysis of the captured (contained) headspace
centrated suspension of E. coli in LB that had been cultured
positively identiﬁed major compounds are indicated. Dimet
characteristic isotopologue ions at m/z values of 95 and 9
indicated.
Copyright © 2011Rapid Commun. Mass Spectrom. 2011, 25, 2163–2172signiﬁcant peaks at m/z values of 49, due to methanethiol,
and m/z 95 and 97, due to the 32S and 34S isotopologues of
dimethyl disulphide, (CH3)2S2. In one experiment a stock sus-
pension of E. coli was diluted to different cell concentrations
in LB on the morning of the experiment and incubated for
~2h in sealed bottles. The cell concentrations varied from
no E. coli (neat LB), through 20%, 40%, 60%, 80% and 100%
of stock solution in the same total volume of 25mL. The con-
tained headspace ammonia concentration was found to
increase rapidly beyond the 40% stock solution (10mL), as
can be seen in Table 3, ranging from about 4 ppm to some
50ppm. Also shown in Table 3 are the headspaceass‐to‐charge ratio,m/z) obtained using H3O
+ precursor
of (a) 25mL of LB culture medium and (b) a highly con-
at 37°C for a total of 4 days prior to analysis. Only the
hyl disulphide is identiﬁed by the abundance ratio of its
7. Only the positively identiﬁed major compounds are
wileyonlinelibrary.com/journal/rcmJohn Wiley & Sons, Ltd.
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2170concentrations of several other compounds in the LB head-
space alone (0mL) and in the LB/E. coli cultures.
It is worthy of note that the detection of dimethyl disul-
phide, DMDS, using H3O
+ precursor ions, which would
result in characteristic product ions m/z values of 95 and 97
(protonated (CH3)2
32S2 and (CH3)2
32S34S), can be confused
by the presence of acetone, because an overlap occurs with
the di‐hydrate of protonated acetone, CH3COCH3H
+(H2O)2,
that also appears at m/z 95. Fortunately, this overlap can be
avoided by using NO+ or O2
+ precursor ions to analyse
DMDS that produce characteristic product ions at m/z values
of 94 and 96.
DMEM infected with the bacterium Comamonas
testosteroni
During the course of this preliminary work in our laboratory
it was reported by a colleague that a particular batch of
DMEM was apparently infected. A colour change towards
yellow of the phenol red indicator, present in the DMEM,
can indicate infection if such results in a lowering of the pH,
but this did not occur. In this case infection was suspected
due to the cloudy appearance of the liquid. So the DMEM
was assayed in the local microbiology laboratory and found
to be infected with Comamonas testosteroni, a gram‐negative
soil bacterium. Headspace analysis of this infected DMEM
showed the presence of large concentrations of ammonia,
smaller concentrations of acetone, CH3SH, (CH3)2S2 and even
a trace of butanone, as shown in Fig. 4 and Table 4. Interest-
ingly, this bacterium appeared to remove acetaldehyde from
the medium in common with some mammalian cells.[9] Note
the consistency in the concentrations of the various com-
pounds in the medium headspace given in Tables 2 and 4,
even though the medium samples were taken from different
batches.SUMMARY AND CONCLUDING REMARKS
This study reveals the clear differences between the volatile
compounds produced by a single species and strain of the
bacterium E. coli JM109, as cultured in two different media.
Perhaps this is not surprising given that the bacterium must
feed on the constituents of the medium and this must reﬂectTable 3. Concentrations of various compounds (in parts‐per‐b
space above different concentrations of growing cultures of E. c
Compound
Primary
precursor ion 0
Acetaldehyde H3O
+ 600
Ethanol 200
Acetone 340
Ammonia O2
+ 1700
Dimethyl disulphide 20
aThe bacteria were ﬁrst cultured overnight in shaker ﬂasks conta
1.5–2.0 billion cells/mL the following morning. A volume of thi
added to bottles containing fresh medium, so that the ﬁnal vo
ammonia, the obvious decrease in the ethanol and acetaldehyde
of the acetone.
wileyonlinelibrary.com/journal/rcm Copyright © 2011 John Wilethe products of this metabolism. Nevertheless, we could not
have predicted that H2S would be a major compound formed
in DMEM by this strain of E. coli whereas when this
bacterium is cultured in LB that NH3 is copiously produced.
The headspace concentrations are such that they are readily
detected and analysed by SIFT‐MS when the culture is open
to ambient air and a ready supply of oxygen is available.
Indeed, this study shows that several volatile compounds at
widely different concentrations can be detected simulta-
neously on‐line and in real time, the data ﬂow being so great
that the kinetics of production of these volatile compounds in
the cultures and the reﬂected emissions into the headspace
(gas phase) can be accurately studied. The quality of the data
is such that when there is some doubt in the designation of a
particular product ion then isotopic analysis involving
13C/12C and 34S/32S can be carried out as an additional check.
However, it must be stressed that the headspace concentra-
tions we have obtained for each volatile compound are
clearly subject to variable parameters that we have not
accounted for or carefully controlled in detail, in particular
the concentration (numbers) of the cells in each medium/cell
sample. Therefore, the volatile compound concentrations
given are only intended to show that the emissions are high
enough to be readily identiﬁed and quantiﬁed by SIFT‐MS
and that these several compounds can be used to monitor
suspensions of growing cells. It is certain that these bacterial
cells are emitting other VOCs that have not been seriously
searched for in this preliminary study.
The experiments described in this short report can clearly
be used to ‘ﬁngerprint’ the characteristic volatile emissions
from any bacterium cultured in any sustainable medium. This
work was initiated by the desire to explore the value of
real‐time SIFT‐MS analyses of the headspace of large‐scale
bioreactors as a check of microbial infection. The limited
work we have carried out on analysing the headspace of cul-
tured mammalian cells, malignant and non‐malignant, has
shown that ammonia, hydrogen sulphide and organosulphur
compounds are not generated in large amounts, whereas
these compounds are generated by E. coli and C. testosteroni
in culture. During the course of this initial investigative study
some volatile compounds emitted and consumed by unchar-
acterised fungal infections of cell culture media have been
seen. Thus, it is apparent that acetone, acetaldehyde and etha-
nol are often consumed by fungi; copious amounts ofillion, ppb) as measured by SIFT‐MS in the captured head-
oli JM109 in lysogeny broth, LB
E. coli added (mL)a
5 10 15 20 25
170 320 360 110 20
3000 3100 2300 900 70
390 400 450 430 400
1400 1300 5200 19,000 50,000
30 110 140 60 140
ining LB, resulting in a suspension containing approximately
s suspension, indicated in the top row of the table, was then
lume was always 25mL. Note the massive increase in the
concentration with increasing cell number and the constancy
y & Sons, Ltd. Rapid Commun. Mass Spectrom. 2011, 25, 2163–2172
Figure 4. SIFT‐MS spectra (counts‐per‐second, c/s, against mass‐to‐charge ratio, m/z) obtained using H3O
+ precur-
sor ions for the analysis of the captured (contained) headspace of (a) DMEM supplemented with 10% (v/v) FBS and
2mM L‐glutamine and (b) the same medium that had become infected with a bacterium identiﬁed as Comamonas
testosteroni. Only the positively identiﬁed major compounds are indicated. Dimethyl disulphide is again identiﬁed
by the abundance ratio of its characteristic isotopologue ions at m/z values of 95 and 97.
Table 4. Concentrations of selected compounds (in parts‐per‐billion, ppb)measured in the headspaces of two samples ofDMEM
supplemented with 10% FBS and 2mM L‐glutamine, one of which was known to be infected with the bacterium C. testosteroni
Compound Primary precursor ions DMEM control DMEM infected with C. testosteroni
Ammonia H3O
+ 300 13,200
Methanol 260 310
Hydrogen sulphide 0 200
Acetaldehyde 140 0
Ethanol 1400 1400
Methanethiol 10 760
Acetone NO+ 220 330
Butanone 0 40
Dimethyl disulphide 10 2500
Time‐resolved SIFT‐MS of bacteria
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2172methanol were produced by one fungus and ammonia by
another. Emissions such as these have been seen before,
for example, methanol production by Trametes versicolor
has been detected by gas chromatography,[32] and ammonia
production by Colletotrichum coccodes has been detected by
liquid‐phase photometric analysis.[33] This work and our
observations indicate that the use of SIFT‐MS for real‐time
monitoring of large‐scale bioreactors may assist in the detec-
tion of bacterial and fungal infection, which could be of real
beneﬁt to industry.Acknowledgements
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Appendix B. Typical operating conditions of the SIFT-MS instrument 
Table 27. Typical values for selected working parameters of the Profile 3 SIFT-MS instrument used throughout this 
study. 
Parameter Symbol Typical value Unit Reference 
Flow tube (reaction) length   50 mm [36] 
End correction factor   20 mm [66] 
Flow tube diameter    10 mm [76] 
Injection orifice diameter    1.0-2.0 mm [36] 
Ion sampling orifice diameter    0.3 mm [36] 
Reaction time   5 x 10-4 s [36] 
Bulk velocity    10
4 cm.s-1  
Precursor ion velocity    1.5 x 10
4 cm.s-1 [35] 
Carrier gas flow rate ϕ  
11.0 Torr.l.s-1 
 
820 ml/min 
Sample flow rate ϕ   
0.32 Torr.l.s-1 
 
24 ml/min 
Helium number density [  ] 3 x 1016 cm-3 [145] 
Flow tube pressure    1.0 Torr [36] 
Ion source pressure  0.5 Torr  
Precursor ion filter pressure  10-4 Torr [202] 
Downstream mass spectrometer pressure  10-4 Torr  
Gas temperature    300 K [36] 
The carrier gas flow rate,   , is approximated from the measured sample flow rate,    , using the relation:     
      [36]. 
 
